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Abstract: Understanding the gene networks that orchestrate the differentiation of retinal progenitors into photoreceptors 
in the developing retina is important not only due to its therapeutic applications in treating retinal degeneration but also 
because the developing retina provides an excellent model for studying CNS development. Although several studies have 
profi led changes in gene expression during normal retinal development, these studies offer at best only a starting point for 
functional studies focused on a smaller subset of genes. The large number of genes profi led at comparatively few time points 
makes it extremely diffi cult to reliably infer gene networks from a gene expression dataset. We describe a novel approach 
to identify and prioritize from multiple gene expression datasets, a small subset of the genes that are likely to be good can-
didates for further experimental investigation. We report progress on addressing this problem using a novel approach to 
querying multiple large-scale expression datasets using a ‘seed network’ consisting of a small set of genes that are implicated 
by published studies in rod photoreceptor differentiation. We use the seed network to identify and sort a list of genes whose 
expression levels are highly correlated with those of multiple seed network genes in at least two of the fi ve gene expression 
datasets. The fact that several of the genes in this list have been demonstrated, through experimental studies reported in the 
literature, to be important in rod photoreceptor function provides support for the utility of this approach in prioritizing 
experimental targets for further experimental investigation. Based on Gene Ontology and KEGG pathway annotations for 
the list of genes obtained in the context of other information available in the literature, we identifi ed seven genes or groups 
of genes for possible inclusion in the gene network involved in differentiation of retinal progenitor cells into rod photoreceptors. 
Our approach to querying multiple gene expression datasets using a seed network constructed from known interactions 
between specifi c genes of interest provides a promising strategy for focusing hypothesis-driven experiments using large-
scale ‘omics’ data.

Keywords: gene expression, gene network, cell fate determination, retina, photoreceptor

Introduction
Blinding degenerative retinal diseases including retinitis pigmentosa and macular degeneration are 
characterized by a loss of photoreceptors. At present there is no way to replace retinal cells lost due to 
disease or injury because differentiated retinal cells are unable to regenerate. Various stem and/or pro-
genitor cell populations have been proposed as a potential source of transplantable cells to replace lost 
cells in the damaged retina. The retina is composed of fi ve major neuronal types and one glial cell type 
that all originate from the same pool of progenitor cells. The rod photoreceptors, the most numerous 
among retinal cells, together with cone photoreceptors, are responsible for transduction of light and are 
required for vision. Recent studies demonstrate that post-mitotic rod precursors are able to differentiate 
and fully integrate into the damaged retina, whereas less differentiated cells are not (Maclaren et al. 
2006). Understanding the network of genes that orchestrate the differentiation of retinal progenitors 
may make it possible to bias expanded stem cell populations to generate rod precursors.

Large-scale gene expression profi ling is aimed at helping to understand how genes infl uence each 
other in networks, which then control cell fate commitment and differentiation. There are a number 
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of published studies that have profi led changes in 
gene expression during normal retinal develop-
ment (Blackshaw et al. 2001; Blackshaw et al. 
2004; Diaz et al. 2003; Dorrell et al. 2004; Yu et al. 
2003). However, the large number of genes pro-
fi led at comparatively few time points or condi-
tions presents signifi cant statistical challenges in 
inference of genetic networks from any given 
dataset. One way to more effectively understand 
relationships between genes is to increase the 
number of expression measurements for a given 
gene, and/or focus the investigation on a small 
number of genes of interest (or between clusters 
of genes that have similar expression profi les) 
(Zhou and Mao, 2006). Approaches that leverage 
existing biological knowledge (e.g. experimentally 
determined interactions among a small set of 
genes) to focus the analysis of data from large-
scale gene expression studies are beginning to be 
explored (Bader, 2003; Cabusora et al. 2005; Can 
et al. 2005; Dougherty et al. 2000; Hashimoto 
et al. 2004; Shmulevich et al. 2002). Of particular 
interest is the use of such approaches to prioritize 
targets for further investigation using traditional 
experimental techniques.

In this study, we explore an approach to inte-
grated analysis of multiple gene expression data-
sets in the context of a set of experimentally 
established relationships between genes. We used 
the data from fi ve previously published expression 
studies (Akimoto et al. 2006; Blackshaw et al. 
2004; Dorrell et al. 2004; Liu et al. 2006; Zhang 
et al. 2006) that have provided gene expression 
data for large numbers of genes under comparable 
conditions. We queried the resulting datasets 
using a ‘seed network’ of genes known to play 
key roles during rod genesis and differentiation 
(Ahmad et al. 1998; Chen et al. 1997; Cheng et al. 
2004; Furukawa et al. 2002; Furukawa et al. 1997; 
Green et al. 2003; Mears et al. 2001; Nishida et al. 
2003; Pennesi et al. 2003; Rutherford et al. 2004; 
Zhang et al. 2004). We hypothesize that additional 
genes important for rod genesis and differentia-
tion are likely to be highly positively or negatively 
correlated with genes that belong to the seed 
network. We generated a list of such candidate 
genes based on the correlation of their expression 
with genes in the seed network. To increase the 
robustness of analysis, we selected those genes 
that are correlated with multiple seed network 
genes in at least two of the fi ve datasets. We 
further prioritized the resulting candidate genes, 

based on their gene ontology annotations, 
evidence of their membership in known cellular 
signaling pathways, and biological knowledge 
(whenever such knowledge is available). Using 
this approach, we identifi ed genes whose expres-
sion levels are correlated with multiple genes of 
interest. Of these, 986 genes are positively cor-
related with multiple genes of interest and 531 
are negatively correlated with multiple genes of 
interest. We short-listed 7 genes or groups of 
genes from the list of 986 candidates for inclusion 
in a hypothesized rod network that extends our 
seed network. We believe that our results demon-
strate the utility of querying multiple large-scale 
gene expression profi les using a seed network to 
prioritize genes for further investigation using 
detailed experimental studies.

Materials and Methods

Datasets measuring gene or protein 
expression in the developing mouse 
retina
Datasets measuring gene or protein expression in 
the developing mouse retina at multiple time points 
include: SAGE (serial analysis of gene expression) 
of whole retina (Blackshaw et al. 2004), two 
Affymetrix microarrays of whole retina using the 
Mu74Av2 chip (hereafter referred to as Mu74Av2_
1 (Dorrell et al. 2004) and Mu74Av2_2 (Liu et al. 
2006), one cDNA microarray of whole retina 
(Zhang et al. 2006), one Affymetrix microarray of 
only developing rod progenitors using the 
MOE430.2.0 chip (Akimoto et al. 2006), and 2D 
PAGE (polyacrylamide gel electrophoresis) of 
whole retina (Barnhill and Greenlee personal com-
munication).

ID mapping
Genes or proteins from each of these datasets were 
matched by Entrez gene ID. These IDs were 
determined using NCBI’s gene database 
(http://www.ncbi.nlm.nih.gov/entrez/query.
fcgi?CMD=search&DB=gene) (Maglott et al. 
2007) and WebGestalt (http://bioinfo.vanderbilt.
edu/webgestalt/) (Zhang et al. 2005). One diffi -
culty with cross-platform studies is that each 
microarray probe or SAGE tag must be mapped 
to some common set of gene identifi ers. It is very 
often the case that more than one probe or tag will 
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be mapped to the same gene, with the possibility 
that the different probes or tags represent alterna-
tive splicings of the same gene. There are three 
possible approaches to this problem. One is to 
keep expression measurements for each probe or 
tag separate, as different ‘versions’ of a gene. This 
fails to solve the problem since there is currently 
no good way to match equivalent splicings of the 
same gene across platforms. Another approach is 
to get rid of any genes with ambiguous mappings. 
This approach ends up throwing away a lot of 
potentially helpful data. The third possibility is 
to combine the expression measurements for 
probes or tags that map to the same gene. The 
drawback of this method is that if the different 
probes or tags represent valid alternative splicings 
of the same gene, then these different splicings 
may in fact have different biological roles and 
hence different patterns of expression. However 
it at least provides an approximate matching and 
avoids throwing away valuable data. In cases 
where multiple SAGE tags or 2D PAGE spots 
mapped to a single gene, we summed the tags/
spots expressions to arrive at a total expression 
for the gene. In cases where multiple microarray 
probes mapped to a single gene, we took the 
median of the probes’ expressions to arrive at a 
total expression for the gene.

Gene and pathway annotation
KEGG (Kyoto Encyclopedia of Genes and 
Genomes) pathways and GO (Gene Ontology) 
annotations were retrieved using WebGestalt 
(Zhang et al. 2005). The most highly represented 
pathways in the table of correlations with multiple 
genes (supplementary data) were determined by 
grouping all genes containing a pathway annotation 
by the given annotation. Signaling pathways rep-
resented by five or more gene members were 
considered highly represented.

Results

Cross-dataset comparisons
In determining how well gene expression corre-
lates across different gene expression datasets, it 
is not valid to directly compare expression values 
since different protocols and different normaliza-
tion methods will result in wide variations in 
expression values even if the same microarray and 

biological conditions are used. Where different 
platforms are used, different pairs of datasets will 
also have different genes in common. Hence, we 
chose to use the “correlation of correlations”, or 
rc (Lee et al. 2003) to assess the degree to which 
pairwise gene expression correlations compare 
across each pair of datasets. SAGE expression 
measurements likely follow a Poisson distribution 
(Cai et al. 2004), though the often-used Pearson 
correlation assumes a normal distribution. Thus, 
we instead use a Spearman rank correlation ver-
sion of the rc, which doesn’t assume any particular 
distribution, but rather the relative ranks of the 
expression values (for example if expression val-
ues for a set a genes were 5.74, 2.18, 3.65 and 
9.13, then their ranks relative to one another would 
be 3, 1, 2 and 4). The rc between each pair of 
datasets, computed using the R statistical software 
(http://www.r-project.org) (Ihaka and Gentleman, 
1996), is given in Table 1. The most highly cor-
related pair of datasets had a correlation value of 
0.33. Signifi cance was computed in R by means 
of permutation testing, which yielded p-values � 
0.001 for each pair of datasets except when one 
of them was the 2D PAGE data set, in which case 
the p-values ranged from ~0.016 to ~0.574. The 
relatively low degree of agreement between data-
sets is not especially surprising in light of pub-
lished comparisons of mRNA gene expression data 
from multiple studies involving overlapping or 
even the same sets of genes (Haverty et al. 2004; 
Kuo et al. 2002; Tan et al. 2003). These results 
suggest that inference of gene networks from 
individual gene expression datasets has to be 
approached with caution.

Seed network construction
Given the low degree of agreement among the 
different gene expression datasets, it is natural 
to question how feasible it is to infer gene net-
works from gene expression data. In order to 
address this question, we used an experimentally 
verifi ed network against which a network inferred 
from expression data could be validated. We 
relied on results of experimental studies of retinal 
development to identify a set of 10 genes that 
have been implicated in rod photoreceptor 
development to include in a ‘seed network’ to 
serve as a basis for validation (Fig. 1). The edges 
between genes in the network represent several 
types of l inks including non-directional 
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interactions inferred from knockout studies 
(Green et al. 2003; Rutherford et al. 2004) indi-
rect effects on expression inferred from knockout 
studies (Zhang et al. 2004), phosphorylation 
events inferred from mutation and transfection 
experiments (Weinberg, 1995), and direct tran-
scriptional control of one gene by another 
(Ahmad et al. 1998; Chen et al. 1997; Cheng 
et al. 2004; Furukawa et al. 2002; Furukawa et al. 
1997; Mears et al. 2001; Nishida et al. 2003; 
Pennesi et al. 2003).

Reconstruction of seed network
from expression data
Having constructed a seed network to serve as a 
basis for testing the feasibility of inferring gene 
networks from gene expression data, we proceeded 
to explore whether the links between the ten seed 
network genes (Fig. 1) can in fact be reconstructed 
using one or more gene expression datasets (recall 
that the links between seed network genes refl ect 
interactions between genes that are supported by 
published experimental studies).

Otx2

Crx

Chx10

Cyclin D1

Cdk 4/6
Rb1

Nrl

Rhodopsin

Nr2e3

NeuroD1

Figure 1. Representation of an intrinsic seed network controlling rod photoreceptor development. The network was constructed based on 
published experimental evidence and is made up of ten genes. Direct relationships between seed genes are indicated by arrows and indirect 
relationships are shown as arrows interrupted by circles.

Table 1. Correlations of correlations values between each of the gene expression datasets. In calculating each 
correlation of correlations, only the subset of genes in common between the two datasets was used. This subset 
was different for each pair of datasets. SAGE = SAGE data from whole retina (Blackshaw et al. 2004); MOE430.2.0 
= Affymetrix microarray data from developing rod progenitors (Akimoto et al. 2006); Mu74Av2_1 = Affymetrix 
microarray data from whole retina (Dorrell et al. 2004); Mu74Av2_2 = Affymetrix microarray data from whole 
retina (Liu et al. 2006); cDNA microarray = cDNA microarray data from whole retina (Zhang et al. 2006); 2DGE 
= 2D-PAGE data from whole retina (Barnhill and Greenlee, personal communication). *p � 0.001, **p � 0.02, 
***p � 0.05.

SAGE MOE430.2.0 Mu74Av2_1 Mu74Av2_2 
cDNA 

microarray 2DGE 
SAGE 0.1* 0.23* 0.12* 0.09* 0.05 
MOE430.2.0 0.1* 0.18* 0.09* 0.04* 0 
Mu74Av2_1 0.23* 0.18* 0.33* 0.09* 0.07 
Mu74Av2_2 0.12* 0.09* 0.33* 0.02* 0.06 
cDNA microarray 0.09* 0.04* 0.09* 0.02* 0.06 
2DGE 0.05*** 0 0.07** 0.06** 0.06 
*p < 0.001, **p < 0.02, ***p < 0.05 
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We examined the pairwise correlations in 
expression between genes included in the seed 
network in each of the fi ve mRNA expression data-
sets. The 2D gel electrophoresis (2DGE) dataset 
was omitted since none of the seed network genes 
were identifi ed in it. In this analysis, a link between 
a pair of seed network genes is supported by a 
dataset if the corresponding genes were positively 
or negatively correlated in that dataset, with the 
absolute value of correlation greater than or equal 
to 0.65. Our choice of the threshold of 0.65 for 
correlation was infl uenced by similar choices in 
previous studies (Griffi th et al. 2005; Gunsalus et al. 
2005; Lee et al. 2004) that have revealed biologi-
cally relevant links between coexpressed genes. 
Interestingly, no single dataset supported all nine 
links in the seed network. Three of the datasets 
supported six links, one dataset supported four links 
and one supported three (Table 2).

We then proceeded to examine whether 
multiple datasets could be combined to reliably 
reconstruct the seed network from gene expres-
sion data. The resulting network (Fig. 2) shows 
a link between a pair of seed network genes 
whenever the pairwise correlation between the 
expression levels of the corresponding genes is 
greater than or equal to +0.65 or less than or equal 
to −0.65 in at least 2 of the fi ve datasets. Links 
depicting positive correlation are shown in blue 
and those depicting negative correlation are 
shown in red. Six of the nine ‘positive’ links in 
this reconstructed network (Fig. 2) are also pres-
ent as links in the original seed network (Table 2). 
In addition to the ‘positive’ links there are four 
‘negative’ links based on the observed negative 

correlations between the seed network genes in 
the reconstructed network. Interestingly, the 
‘negative’ links partition the network into two 
sets of genes, one consisting of genes expressed 
by proliferating retinal progenitors (Chen and 
Cepko, 2000; Sicinski et al. 1995; Zhang et al. 
2004) and the other consisting of genes expressed 
by cells in the process of differentiating 
into rod photoreceptors (Cheng et al. 2004; 
Furukawa et al. 2002; Mears et al. 2001; Morrow 
et al. 1998).

The success of this approach in recovering a 
majority of the links in the seed network, in spite 
of the relatively low degree of overall agreement 
among the different datasets (with the largest 
observed correlation of correlations between any 
pair of datasets being only 0.33), demonstrates the 
usefulness of combining multiple gene expression 
datasets for inferring gene networks from gene 
expression data and increasing the robustness of 
the resulting conclusions.

Prioritizing experimental targets
using seed network and expression 
data
Based on the success of our attempt to (at least 
partially) recover the links between genes in the 
seed network, we proceeded to use the seed net-
work to identify additional genes that are likely to 
be involved in rod differentiation. To do this we 
queried the gene expression datasets using a pro-
cedure similar to the one we used to reconstruct 
the seed network. For each of our seed genes, we 
generated a list of all genes whose expression 

Table 2. Datasets supporting each positive edge between all pairs of genes shown to be linked in Figure 2. 
Datasets supporting a particular link between seed genes (based on correlation) are marked with an X. The last 
column indicates whether that edge was present in the network based on the literature (Fig. 1).

SAGE MOE430.2.0 Mu74Av2_1 Mu74Av2_2 cDNA 
microarray 

Original 
Seed 

Network 
CyclinD1-Cdk4 X X X X Yes 
CyclinD1-Chx10 X X Yes 
CyclinD1-Rb1 X X No 
Cdk4-Rb1 X X X Yes 
Cdk4-Chx10 X X No 
Crx-Nrl X X No 
Nrl-Nr2e3 X X X Yes 
Nrl-Rhodopsin X X X X Yes 
Crx-Rhodopsin X X Yes 
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levels were positively or negatively correlated with 
the network gene in at least two of the fi ve datasets, 
with the absolute value of the correlation in each 
case being at least 0.65. We then sorted each list 
by the number of datasets in which a candidate 
gene in the list met the correlation threshold of a 
0.65 (with a seed network gene) as well as by the 
mean value of these correlations across those data-
sets, thus producing a list of prioritized candidate 
genes correlated with each seed network gene (data 
not shown).

To further prioritize the candidate genes, we 
generated a list of genes whose expression levels 
were positively or negatively correlated with at 
least two genes of interest (i.e. seed network genes 
Nrl, Nr2e3, Crx, Rb1, Chx10, Rho and Neurod1), 
and met the correlation threshold of positive (or 
negative) 0.65 in at least two datasets. Using this 
approach we identifi ed 986 genes whose expres-
sion levels are positively correlated with more than 
2 genes of interest with a correlation coeffi cient of 
at least 0.65 (Supp. Table 1). We then retrieved 
Gene Ontology and KEGG pathway annotations 
for the genes in this list. Based on this information 
we found the MAPK signaling, oxidative 
phosphorylation, purine metabolism, glycolysis, 

gluconeogenesis, tight junction neuroactive ligand-
receptor interaction, calcium signaling, and insulin 
signaling pathway annotations to be prominently 
represented in this list (Supp. Table 3a and b). 
Similarly, we identifi ed 531 genes whose expres-
sion levels are negatively correlated with more than 
2 genes of interest. Based on retrieval of Gene 
Ontology and KEGG pathway annotations for the 
genes in this list we found the ribosome, MAPK 
signaling, cell cycle, axon guidance, regulation of 
actin cytoskeleton, pyrimidine metabolism, focal 
adhesion and purine metabolism annotations were 
prominently represented (Supp. Tables 3c and d).

Genes with known links
to photoreceptors
Several of the genes whose expression levels were 
found to be highly positively correlated with 
multiple genes in the rod seed network (based on 
analysis of more than one data set) are known to 
be important for rod photoreceptor function, e.g. 
phosphodiesterase 6G, cGMP-specific rod 
gamma, recoverin, rod outer segment membrane 
protein 1, and phosducin (Supp. Table 2). The 
fact that our list of candidate genes includes genes 
that have strong experimental evidence of 

Cdk4 Rb1

Nrl
Nr2e3

RhodopsinCrx

Chx10

CyclinD1

Figure 2. A rod network reconstructed based on correlations among seed genes in the expression datasets. Links were drawn to connect 
any two seed genes with a correlation of |0.65| or greater in two or more of the fi ve datasets. Blue lines represent positive correlations and 
red lines represent negative correlations.
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involvement in rod photoreceptor functions sug-
gests that the other candidate genes that we have 
identifi ed through our approach of using a seed 
network to query multiple expression datasets are 
worthy of careful consideration in the context of 
rod development.

Expanding the seed network
into a hypothesized rod gene network
Based on the lists generated by this analysis we 
have identifi ed seven genes or groups of genes that 
are candidates for immediate inclusion into a 
hypothesized ‘rod gene network’, that extends the 
seed network. These include Uhmk1, Kruppel-like 
transcription factor-7, Ext1 and other genes 
involved in heparan sulfate biosynthesis, cystatin 
C, N-myc downstream regulated genes 3 and 4, 
Nr1d2, and ROR-alpha (Fig. 3). One additional 
gene, p27Kip, was added to the hypothesized rod 
gene network based on its interaction with two 

candidate genes. We also included p27Kip in the 
hypothesized rod gene network because it inhibits 
the seed network gene cdk and has been shown to 
regulate retinal progenitor cell cycle withdrawal 
(Dyer and Cepko, 2001).

U2AF homology motif (UHM) kinase 1, 
(Uhmk1; also called Kis or Kinase interacting with 
stathmin), is a serine/threonine kinase that contains 
an RNA binding motif (Maucuer et al. 1995; 
Maucuer et al. 1997). Uhmk1 is positively corre-
lated with Nrl, Nr2e3, rhodopsin, and Crx and is 
negatively correlated with NeuroD1. Uhmk1 has 
been found to bind to and negatively regulate the 
cell cycle inhibitor p27Kip (Boehm et al. 2002), 
which is involved in regulation of retinal progeni-
tor cell fate. This, together with the observed cor-
relation in Uhmk1’s expression with the expression 
of two well characterized transcription factors that 
direct photoreceptor cell fate (Crx and Nrl) is 
highly suggestive of its involvement in rod pro-
genitor cell cycle exit.

Uhmk1

p27KIP

KIf7

Cyclin D1

Cdk 4/6

Chx10

Otx2 Crx

Rod-Specific Genes

Rhodopsin

Nr2e3

Nrl

Ndrg3/4 ROR-Alpha 

N-myc

Rb1

Nrl d1/2
Cystatin C

Heparan Sulfate
Biosynthesis Related

Genes

NeuroD1

Figure 3. Expansion of the seed network to include candidate genes. Genes highly correlated with multiple seed network members were 
considered for inclusion into the original seed network. Based on published experimental evidence, seven candidate genes or gene families 
(represented by blue ovals) were identifi ed and proposed links were added to the seed network genes (represented by gray ovals). Red arrows 
indicate a negative relationships between genes, blue arrows a positive relationships. The dashed arrows indicate hypothesized links not yet 
verifi ed by direct experimental evidence. The box surrounding Nrl, Nr2e3, and rhodopsin indicates seed network genes which are specifi c to 
rod photoreceptors. Candidate genes (blue), which have a link to this box are proposed to interact (likely indirectly) with several rod genes.
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Several of the Kruppel-like transcription factors 
are highly correlated with multiple genes in the rod 
seed network. The Kruppel-like factors function 
as repressors or activators of transcription and are 
good candidates for regulation of genes involved 
in rod development as they are involved in cell 
proliferation and differentiation in many tissues 
including the retina (Otteson et al. 2004). Kruppel-
like transcription factor 7 (Klf7) is highly nega-
tively correlated with Crx and Nrl in multiple 
datasets. Klf7 is expressed in differentiating cells 
in the embryonic retina and other parts of the cen-
tral nervous system (Laub et al. 2001; Laub et al. 
2005). Klf7 knockout mice show downregulation 
of the cdk inhibitor p27Kip and there is evidence 
that it directly activates the p27Kip promoter. Klf7 
may therefore play a key role in regulating the cell 
cycle of retinal progenitors.

Several genes involved with heparan sulfate 
biosynthesis are correlated with the expression of 
genes in the seed network. Exostoses (multiple) 1 
or Ext1 is positively correlated with Nrl, rhodopsin, 
Nr2e3 and Crx. Ext1 is a glycosyltransferase 
involved in the synthesis of heparan sulfate and is 
known to be highly expressed in developing mouse 
brain (Inatani and Yamaguchi, 2003). Other genes 
involved in heparan sulfate biosynthesis are also 
highly correlated with multiple genes in our seed 
network. These include heparan sulfate (glucos-
amine) 3-O-sulfotransferase 3B1 which is posi-
tively correlated with Nrl, rhodopsin and Nr2e3, 
beta-1,3-glucuronyltransferase 1 (glucuronosyl-
transferase P) which is positively correlated with 
Nrl and rhodopsin, and carbohydrate (chondroitin) 
synthase 1 which is also positively correlated with 
Nrl and rhodopsin. A role for heparan sulfate in 
retinal development has been suggested by studies 
of its expression and heparan sulfate has been 
shown to have an effect on several pathways impor-
tant in development such as the hedgehog and 
fibroblast growth factor pathways (Cool and 
Nurcombe, 2006; Rubin et al. 2002).

Cystatin C is positively correlated with Nrl, 
Nr2e3, Crx, and rhodopsin. Cystatin C is a cyste-
ine protease inhibitor found in many tissues includ-
ing the retina. Cystatin C RNA and protein 
expression have been detected in the embryonic 
and postnatal rodent retina with peak levels of the 
protein expressed around the time of photoreceptor 
maturation (Barka and Van Der Noen, 1994; Was-
selius et al. 2001). Recently, Kato et al. (Kato et 
al. 2006) isolated cystatin C from conditioned 

media of primary neurospheres and demonstrated 
that addition of cystatin C to embryonic stem cells 
facilitated the differentiation into cells expressing 
neural genes. The fact that cystatin C is expressed 
in the developing retina, is implicated in promoting 
neuronal cell fate determination, and is correlated 
with multiple seed network genes makes it a likely 
candidate for involvement in photoreceptor devel-
opment.

N-myc downstream regulated gene 3 (Ndrg3) 
is highly positively correlated with Crx, Nrl, and 
rhodopsin. Another N-myc downstream regulated 
gene, Ndrg4 is highly correlated with Nrl in two 
datasets. Ndrg3 and Ndrg4 are inhibited by N-myc, 
one of the members of the myc family of proto-
oncogenes. N-myc has been shown to be important 
in central nervous system development and is 
thought to play a role in CNS cell proliferation and 
differentiation (Stanton et al. 1992). N-myc is 
highly negatively correlated with Nrl and rhodop-
sin. N-myc is expressed in the developing retina 
but not in mature retinal neurons (Hirning et al. 
1991). N-myc is inhibited by retinoblastoma (Rb1) 
and expression of Ndrg3 and Ndrg4 are reduced in 
the Rb knockout retina (data accessible at NCBI 
GEO database, accession number GSE1129; http://
w w w. n c b i . n l m . n i h . g o v / g e o / q u e r y / a c c .
cgi?acc=GSE1129). Therefore Rb1 may be impor-
tant for inhibition of N-myc during cell fate deter-
mination in the retina which in turn increases 
expression of Ndrg3 and Ndrg4. Ndrg3 and Ndrg4 
may promote rod differentiation through enhance-
ment of AP-1 activity as Ndrg4 has been shown to 
regulate activity of the protein complex (Ohki et al. 
2002). AP-1 binding sites are found in the Nrl 
promoter region and the promoters of other rod 
specifi c genes (Farjo et al. 1993).

The orphan nuclear receptor Nr1d2 is highly 
correlated with Crx, Nrl, Nr2e3 and rhodopsin. 
This gene is a member of the Rev-erb nuclear 
receptor subgroup along with Rev-erb alpha 
(Nr1d1), which can function as transcriptional 
silencers and can repress transcriptional activation 
by retinoid-related orphan receptor alpha (Nr1f1) 
and thyroid hormone receptor (Forman et al. 1994). 
There is evidence that Nr1d1 interacts with Nr2e3 
and Nrl to activate transcription of rhodopsin in 
the retina (Cheng et al. 2004). Both Rev-erb pro-
teins bind to the same core promoter sequence 
suggesting that Nr1d2 may also be involved in 
activating transcription of rhodopsin and other rod 
photoreceptor genes.
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Another orphan nuclear receptor highly 
correlated with the rod seed genes Nrl and Crx was 
retinoid-related orphan receptor alpha (ROR-
alpha). ROR-alpha is a member of the steroid/
thyroid hormone receptor superfamily. Interestingly 
it has recently been shown that Nrl contains a 
putative ROR-alpha response element and other 
retinoic acid receptor binding sites in its promoter 
region and that deletion of these elements decreases 
retinoic acid induced luciferase activity in Nrl 
promoter-luciferase constructs (Khanna et al. 
2006). Discovering the ligands for ROR-alpha and 
the Rev-erb nuclear receptors could reveal factors 
important for controlling Nrl expression in 
developing photoreceptors. Examination of the 
data extracted from the mouse retina SAGE library 
(http://itstgp01.med.harvard.edu/retina) suggests 
that ROR-alpha is more highly expressed in the 
outer nuclear layer of the retina than retinoic acid 
receptor alpha (RAR-alpha) and its temporal 
RNA expression more closely correlates with that 
of Nrl.

Summary of candidate genes
The information available in literature on the can-
didate genes summarized above makes them likely 
candidates for linking with specifi c genes in the rod 
seed network (Fig. 3). Both Uhmk1 and Klf7 may 
be involved in rod genesis through regulation of cell 
cycle progression by negative or positive regulation 
of p27Kip. The orphan nuclear protein ROR-alpha 
is linked directly to Nrl based on a putative binding 
site present in the Nrl promoter region. Nr1d2 is 
linked to rhodopsin based on its similarities to 
Nr1d1, a protein that is known to bind to the rho-
dopsin promoter region. Ndrg 3 and 4, genes 
involved in heparan sulfate biosynthesis, and cys-
tatin C correlated with several rod genes, and are 
shown to have links with all rod specifi c genes.

Recently, efforts to identify members of the 
photoreceptor transcriptional network used mouse 
knockouts of Nrl, Nr2e3 and Crx to identify genes 
that may be regulated by, and therefore primarily 
downstream of these three key transcription factors 
(Hsiau et al. 2007). Of the 628 genes dysregulated 
genes identifi ed by this study, 174 are present in 
our list of 1789 genes either positively or nega-
tively correlated with multiple seed network mem-
bers. Our results are complimentary to this study, 
as our approach is likely to identify candidates 
upstream of Crx,Nrl and Nr2e3 as well.

Discussion
Several large-scale gene expression studies of 

the murine retina have been conducted in an 
attempt to identify genes important for retinal 
development (Akimoto et al. 2006; Blackshaw 
et al. 2004; Dorrell et al. 2004; Liu et al. 2006; Mu 
et al. 2001; Zhang et al. 2006). The data from these 
studies provide useful information about the 
changes in gene expression during retinal develop-
ment. However, these studies offer at best only a 
starting point for functional studies focused on a 
smaller subset of genes. The relatively low degree 
of correspondence in terms of pairwise correlations 
in gene expression across datasets from different 
studies further complicates the use of multiple 
datasets to extract a small subset of the genes as 
good candidates for a role in specifi c events in 
retinal development (such as rod photoreceptor 
genesis).

Against this background, we have explored a 
novel approach for analysis of multiple gene 
expression datasets to identify genes that are likely 
to play important roles in rod photoreceptor devel-
opment. We have demonstrated a simple approach 
to leveraging multiple gene expression datasets to 
increase the robustness of inferred links between 
genes, by focusing on links supported by multiple 
gene expression datasets. We then used a similar 
approach to query multiple gene expression data-
sets, using a seed network consisting of a small 
number of genes (known to be important in rod 
development), to identify genes whose expression 
levels are highly correlated with those of the seed 
network genes in multiple datasets.

The simple approach to combine information 
from multiple gene expression datasets, used here, 
does not assign different weights to the evidence 
provided by the different datasets. It might be 
useful to consider more robust approaches to 
leveraging information from multiple gene expres-
sion datasets e.g. using a machine learning algo-
rithm (Baldi and Brunak, 2001) to learn the 
weights to be used to combine the evidence pro-
vided by the different datasets in support of links 
between seed network genes and other genes in 
the datasets. For example, the weights could be 
optimized using machine learning so as to maxi-
mize the accuracy of reconstruction of the seed 
network from the available data. The resulting 
weights could then be used in expanding the seed 
network by adding new links based on evidence 
from multiple datasets.
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The hypothesized rod network described here 
summarizes our fi rst results obtained using the 
approach developed in this paper for querying 
multiple gene expression datasets using a seed 
network. Our analysis has focused on narrowing 
down the list of 986 genes that are positively cor-
related with at least 2 seed network genes. We have 
not yet analyzed the list of 531 genes that are 
negatively correlated with at least 2 seed network 
genes. Of particular interest are genes that are 
positively correlated with some seed network genes 
and negatively correlated with other seed network 
genes. We have relied mostly on the analysis of 
Gene Ontology and KEGG pathway annotations of 
genes that are correlated with at least 2 seed network 
genes in the broader context of the current literature 
on retinal development. Several additional sources 
of information can be brought to bear on the task 
of further refi ning the hypothesized rod gene net-
work, e.g. protein-protein interaction data, phos-
phorylation data, among others. Work in progress 
is aimed at exploring some of these directions.

Related Work
Several previous studies have examined ways of 
extending a known seed network (Bader, 2003; 
Cabusora et al. 2005; Can et al. 2005; Dougherty 
et al. 2000; Hashimoto et al. 2004; Shmulevich et al. 
2002). Most of these focus on fi ltering or selecting 
candidate links based on some criteria (Bader, 2003; 
Cabusora et al. 2005; Dougherty et al. 2000; 
Hashimoto et al. 2004; Shmulevich et al. 2002) or 
producing a single ranking of all genes in terms of 
the degree to which they are “related” to the entire 
seed network (Can et al. 2005). In contrast, we focus 
on producing a ranking for each seed gene as well 
as a ranking of those genes that are correlated with 
multiple seed genes. The latter is especially useful 
in showing, at a glance, the specifi c genes in the 
seed network that are likely to be involved in 
interactions with a candidate gene. The resulting 
prioritized list can then be further examined by 
human experts in the broader context of related 
literature and biological knowledge.

Summary
By using a seed network to query multiple retinal 
gene expression datasets we were able to identify 
candidate genes for further study related to rod 
photoreceptor development. We used the seed 

network to prioritize genes in the datasets based 
on their correlation with multiple seed gene 
members. Based on further analysis of the 
prioritized lists in the context of evidence obtained 
from the literature in support of the new links, we 
were able to identify a small subset of genes from 
the prioritized lists for addition to the seed 
network. These new links in the resulting rod gene 
network offer a rich source of hypotheses that can 
help focus the experiments at the bench. We 
believe that this approach offers a powerful means 
of leveraging computational analysis of high-
throughput gene expression data, together with 
the interpretation of the results by biologists in the 
context of existing biological knowledge, to 
rapidly identify and prioritize experimental 
targets.
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Supplementary Materials
Supplementary Table 1:  Genes the correlate with 
multiple seed genes.  Genes that correlate with multiple 
seed genes (correlation value of 0.65 or greater in at 
least two datasets) are listed.  A correlation of 0 in this 
table indicates that the gene was not present in a par-
ticular dataset.

Supplementary Table 2:  Photoreceptor genes that 
correlate with multiple seed genes.  This contains the 
subset of genes from Supplementary Table 1 that are 
expressed in photoreceptors.  For each gene that is 
listed, the correlated seed gene is indicated as well as 
the mean correlation across datasets in which the cor-
relation reached threshold.

Supplementary Table 3:  3a: KEGG annotations 
retrieved using the list of genes positively correlated 
with multiple rod seed network genes.  This table lists 
the number of times an annotation was retrieved.

3b: This list contains genes positively correlated with 
multiple seed network genes that also have an annota-
tion linking them to a pathway.  Genes are listed by 
their Unigene symbol and are grouped according to the 
signaling pathways with which they are associated.

3c: KEGG annotations retrieved using the list of genes 
negatively correlated with multiple rod seed network 
genes. This table lists the number of times an annota-
tion was retrieved.

3d: This list contains genes negatively correlated with 
multiple seed network genes that also have an annota-
tion linking them to a pathway.  Genes are listed by 
their Unigene symbol and are grouped according to the 
signaling pathways with which they are associated.


multiple

		Number Correlated Seed Genes		Seed gene		EntrezGeneID		SAGE		cDNA Microarray		MOE430.2.0		Mu74Av_2		Mu74Av-2		number that overlap		mean correlation		gene symbol		gene name		kegg pathway		GO annotation

		4		Crx		11836		0.764		0.69		0.684		0		0		3		0.713		Araf		v-raf murine sarcoma 3611 viral oncogene homolog				ATP binding///cellular physiological process///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///mitochondrion///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///receptor signaling protein activity///regulation of progression through cell cycle///signal transduction///transferase activity///zinc ion binding

		4		Nrl		11836		0.783		0.929		0.821		0.8		0		4		0.833		Araf		v-raf murine sarcoma 3611 viral oncogene homolog				ATP binding///cellular physiological process///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///mitochondrion///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///receptor signaling protein activity///regulation of progression through cell cycle///signal transduction///transferase activity///zinc ion binding

		4		Rho		11836		0		0		0.975		0.7		0		2		0.837		Araf		v-raf murine sarcoma 3611 viral oncogene homolog				ATP binding///cellular physiological process///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///mitochondrion///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///receptor signaling protein activity///regulation of progression through cell cycle///signal transduction///transferase activity///zinc ion binding

		4		Nr2e3		11836		0.827		0		0.821		0		0		2		0.824		Araf		v-raf murine sarcoma 3611 viral oncogene homolog				ATP binding///cellular physiological process///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///mitochondrion///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///receptor signaling protein activity///regulation of progression through cell cycle///signal transduction///transferase activity///zinc ion binding

		4		Crx		11931		0.887		0		0.667		0		0		2		0.777		Atp1b1		ATPase, Na+/K+ transporting, beta 1 polypeptide				basolateral plasma membrane///integral to membrane///ion transport///membrane///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		4		Nr2e3		11931		0.729		0		0.7		0		0		2		0.715		Atp1b1		ATPase, Na+/K+ transporting, beta 1 polypeptide				basolateral plasma membrane///integral to membrane///ion transport///membrane///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		4		Nrl		11931		0.913		0		0.7		0		0		2		0.806		Atp1b1		ATPase, Na+/K+ transporting, beta 1 polypeptide				basolateral plasma membrane///integral to membrane///ion transport///membrane///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		4		Rho		11931		0.733		0		0.9		0.9		0		3		0.844		Atp1b1		ATPase, Na+/K+ transporting, beta 1 polypeptide				basolateral plasma membrane///integral to membrane///ion transport///membrane///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		4		Rho		13010		0.732		0		0.9		1		0.934		4		0.892		Cst3		cystatin C				cysteine protease inhibitor activity///endopeptidase inhibitor activity///extracellular space

		4		Crx		13010		0.844		0		0.667		0		0		2		0.756		Cst3		cystatin C				cysteine protease inhibitor activity///endopeptidase inhibitor activity///extracellular space

		4		Nr2e3		13010		0.707		0		0.7		0		0		2		0.703		Cst3		cystatin C				cysteine protease inhibitor activity///endopeptidase inhibitor activity///extracellular space

		4		Nrl		13010		0.869		0.81		0.7		0		0.945		4		0.831		Cst3		cystatin C				cysteine protease inhibitor activity///endopeptidase inhibitor activity///extracellular space

		4		Nrl		13191		0.884		0.905		0		0		0.845		3		0.878		Dctn1		dynactin 1		Huntington's disease		cytoskeleton///dynein complex///microtubule///motor activity///protein binding

		4		Rho		13191		0.762		0		0		0		0.765		2		0.764		Dctn1		dynactin 1		Huntington's disease		cytoskeleton///dynein complex///microtubule///motor activity///protein binding

		4		Crx		13191		0.884		0.905		0		0.7		0		3		0.83		Dctn1		dynactin 1		Huntington's disease		cytoskeleton///dynein complex///microtubule///motor activity///protein binding

		4		Chx10		13191		0		0		0.667		0.7		0.806		3		0.724		Dctn1		dynactin 1		Huntington's disease		cytoskeleton///dynein complex///microtubule///motor activity///protein binding

		4		Nrl		13807		0.883		0.881		0.7		0		0		3		0.821		Eno2		enolase 2, gamma neuronal		Glycolysis / Gluconeogenesis///Phenylalanine, tyrosine and tryptophan biosynthesis		glycolysis///lyase activity///magnesium ion binding///metal ion binding///phosphopyruvate hydratase activity///phosphopyruvate hydratase complex

		4		Rho		13807		0.714		0		0.9		0.9		0		3		0.838		Eno2		enolase 2, gamma neuronal		Glycolysis / Gluconeogenesis///Phenylalanine, tyrosine and tryptophan biosynthesis		glycolysis///lyase activity///magnesium ion binding///metal ion binding///phosphopyruvate hydratase activity///phosphopyruvate hydratase complex

		4		Crx		13807		0.883		0.69		0.667		0		0		3		0.747		Eno2		enolase 2, gamma neuronal		Glycolysis / Gluconeogenesis///Phenylalanine, tyrosine and tryptophan biosynthesis		glycolysis///lyase activity///magnesium ion binding///metal ion binding///phosphopyruvate hydratase activity///phosphopyruvate hydratase complex

		4		Nr2e3		13807		0.767		0		0.7		0		0		2		0.733		Eno2		enolase 2, gamma neuronal		Glycolysis / Gluconeogenesis///Phenylalanine, tyrosine and tryptophan biosynthesis		glycolysis///lyase activity///magnesium ion binding///metal ion binding///phosphopyruvate hydratase activity///phosphopyruvate hydratase complex

		4		Crx		14042		0		0.881		0.667		0.9		0		3		0.816		Ext1		exostoses (multiple) 1		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///N-acetylglucosaminyl-proteoglycan 4-beta-glucuronosyltransferase activity///endoderm development///endoplasmic reticulum///extracellular space///gastrulation///glucuronosyl-N-acetylglucosaminyl-proteoglycan 4-alpha-N-acetylglucosaminyltransferase activity///integral to membrane///membrane///mesoderm development///transferase activity///transferase activity, transferring glycosyl groups

		4		Rho		14042		0		0		1		0		0.847		2		0.924		Ext1		exostoses (multiple) 1		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///N-acetylglucosaminyl-proteoglycan 4-beta-glucuronosyltransferase activity///endoderm development///endoplasmic reticulum///extracellular space///gastrulation///glucuronosyl-N-acetylglucosaminyl-proteoglycan 4-alpha-N-acetylglucosaminyltransferase activity///integral to membrane///membrane///mesoderm development///transferase activity///transferase activity, transferring glycosyl groups

		4		Nr2e3		14042		0		0		0.9		0		0.736		2		0.818		Ext1		exostoses (multiple) 1		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///N-acetylglucosaminyl-proteoglycan 4-beta-glucuronosyltransferase activity///endoderm development///endoplasmic reticulum///extracellular space///gastrulation///glucuronosyl-N-acetylglucosaminyl-proteoglycan 4-alpha-N-acetylglucosaminyltransferase activity///integral to membrane///membrane///mesoderm development///transferase activity///transferase activity, transferring glycosyl groups

		4		Nrl		14042		0		0.762		0.9		0		0.773		3		0.812		Ext1		exostoses (multiple) 1		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///N-acetylglucosaminyl-proteoglycan 4-beta-glucuronosyltransferase activity///endoderm development///endoplasmic reticulum///extracellular space///gastrulation///glucuronosyl-N-acetylglucosaminyl-proteoglycan 4-alpha-N-acetylglucosaminyltransferase activity///integral to membrane///membrane///mesoderm development///transferase activity///transferase activity, transferring glycosyl groups

		4		Crx		14695		0.909		0.905		0		1		0		3		0.938		Gnb3		guanine nucleotide binding protein, beta 3				G-protein coupled receptor protein signaling pathway///GTPase activity///acid phosphatase activity///heterotrimeric G-protein complex///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Rb1		14695		0		0		0.7		0		0.736		2		0.718		Gnb3		guanine nucleotide binding protein, beta 3				G-protein coupled receptor protein signaling pathway///GTPase activity///acid phosphatase activity///heterotrimeric G-protein complex///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Nrl		14695		0.897		0.905		-0.9		-0.7		0.918		5		0.224		Gnb3		guanine nucleotide binding protein, beta 3				G-protein coupled receptor protein signaling pathway///GTPase activity///acid phosphatase activity///heterotrimeric G-protein complex///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Rho		14695		0.744		0		-0.7		-0.8		0.948		4		0.048		Gnb3		guanine nucleotide binding protein, beta 3				G-protein coupled receptor protein signaling pathway///GTPase activity///acid phosphatase activity///heterotrimeric G-protein complex///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Crx		14699		0.824		0		0.667		0		0		2		0.746		Gngt1		guanine nucleotide binding protein (G protein), gamma transducing activity polypeptide 1				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///membrane///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Nr2e3		14699		0.697		0		0.9		0		0		2		0.799		Gngt1		guanine nucleotide binding protein (G protein), gamma transducing activity polypeptide 1				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///membrane///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Nrl		14699		0.902		0		0.9		0		0.926		3		0.909		Gngt1		guanine nucleotide binding protein (G protein), gamma transducing activity polypeptide 1				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///membrane///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Rho		14699		0.901		0		1		0		0.979		3		0.96		Gngt1		guanine nucleotide binding protein (G protein), gamma transducing activity polypeptide 1				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///membrane///signal transducer activity///signal transduction///small GTPase regulator activity

		4		Crx		14800		0		0.786		0.667		0		0		2		0.726		Gria2		glutamate receptor, ionotropic, AMPA2 (alpha 2)		Long-term depression///Neuroactive ligand-receptor interaction///Long-term potentiation		glutamate-gated ion channel activity///integral to membrane///ion channel activity///ion transport///ionotropic glutamate receptor activity///membrane///membrane fraction///postsynaptic membrane///potassium channel activity///potassium ion transport///protein binding///receptor activity///synaptic transmission///transport///transporter activity

		4		Nrl		14800		0		0.786		0.9		0		0.773		3		0.819		Gria2		glutamate receptor, ionotropic, AMPA2 (alpha 2)		Long-term depression///Neuroactive ligand-receptor interaction///Long-term potentiation		glutamate-gated ion channel activity///integral to membrane///ion channel activity///ion transport///ionotropic glutamate receptor activity///membrane///membrane fraction///postsynaptic membrane///potassium channel activity///potassium ion transport///protein binding///receptor activity///synaptic transmission///transport///transporter activity

		4		Rho		14800		0		0		1		0		0.811		2		0.905		Gria2		glutamate receptor, ionotropic, AMPA2 (alpha 2)		Long-term depression///Neuroactive ligand-receptor interaction///Long-term potentiation		glutamate-gated ion channel activity///integral to membrane///ion channel activity///ion transport///ionotropic glutamate receptor activity///membrane///membrane fraction///postsynaptic membrane///potassium channel activity///potassium ion transport///protein binding///receptor activity///synaptic transmission///transport///transporter activity

		4		Nr2e3		14800		0		0		0.9		0		0.736		2		0.818		Gria2		glutamate receptor, ionotropic, AMPA2 (alpha 2)		Long-term depression///Neuroactive ligand-receptor interaction///Long-term potentiation		glutamate-gated ion channel activity///integral to membrane///ion channel activity///ion transport///ionotropic glutamate receptor activity///membrane///membrane fraction///postsynaptic membrane///potassium channel activity///potassium ion transport///protein binding///receptor activity///synaptic transmission///transport///transporter activity

		4		Nr2e3		15312		0		0		0.7		0		0.691		2		0.695		Hmgn1		high mobility group nucleosomal binding domain 1				DNA binding///chromatin///chromatin binding///establishment and/or maintenance of chromatin architecture///nucleus///pyrimidine dimer repair via nucleotide-excision repair///response to UV-B///response to UV-C///transcription-coupled nucleotide-excision repair

		4		Nrl		15312		0		0.833		0.7		0		0		2		0.767		Hmgn1		high mobility group nucleosomal binding domain 1				DNA binding///chromatin///chromatin binding///establishment and/or maintenance of chromatin architecture///nucleus///pyrimidine dimer repair via nucleotide-excision repair///response to UV-B///response to UV-C///transcription-coupled nucleotide-excision repair

		4		Rho		15312		0		0		0.9		1		0		2		0.95		Hmgn1		high mobility group nucleosomal binding domain 1				DNA binding///chromatin///chromatin binding///establishment and/or maintenance of chromatin architecture///nucleus///pyrimidine dimer repair via nucleotide-excision repair///response to UV-B///response to UV-C///transcription-coupled nucleotide-excision repair

		4		Crx		15312		0		0.81		0.667		0		0		2		0.738		Hmgn1		high mobility group nucleosomal binding domain 1				DNA binding///chromatin///chromatin binding///establishment and/or maintenance of chromatin architecture///nucleus///pyrimidine dimer repair via nucleotide-excision repair///response to UV-B///response to UV-C///transcription-coupled nucleotide-excision repair

		4		Nr2e3		15937		0.653		0		0.7		0		0		2		0.676		Ier3		immediate early response 3				integral to membrane///membrane

		4		Crx		15937		0.745		0.833		0.667		0		0		3		0.749		Ier3		immediate early response 3				integral to membrane///membrane

		4		Rho		15937		0		0		0.9		1		0		2		0.95		Ier3		immediate early response 3				integral to membrane///membrane

		4		Nrl		15937		0.733		0.929		0.7		0		0		3		0.787		Ier3		immediate early response 3				integral to membrane///membrane

		4		Crx		16069		0		0.881		0.667		0		0		2		0.774		Igj		immunoglobulin joining chain				antigen binding///extracellular space///humoral immune response

		4		Nr2e3		16069		0		0		0.9		0		0.692		2		0.796		Igj		immunoglobulin joining chain				antigen binding///extracellular space///humoral immune response

		4		Nrl		16069		0		0.952		0.9		0.9		0.651		4		0.851		Igj		immunoglobulin joining chain				antigen binding///extracellular space///humoral immune response

		4		Rho		16069		0		0		1		0		0.758		2		0.879		Igj		immunoglobulin joining chain				antigen binding///extracellular space///humoral immune response

		4		Rho		16589		0.728		0		0.9		0.9		0		3		0.843		Uhmk1		U2AF homology motif (UHM) kinase 1				ATP binding///DNA binding///RNA binding///kinase activity///nucleic acid binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		4		Nrl		16589		0.809		0.898		0.7		0		0.664		4		0.768		Uhmk1		U2AF homology motif (UHM) kinase 1				ATP binding///DNA binding///RNA binding///kinase activity///nucleic acid binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		4		Nr2e3		16589		0.834		0		0.7		0		0		2		0.767		Uhmk1		U2AF homology motif (UHM) kinase 1				ATP binding///DNA binding///RNA binding///kinase activity///nucleic acid binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		4		Crx		16589		0.784		0.755		0.667		0		0		3		0.735		Uhmk1		U2AF homology motif (UHM) kinase 1				ATP binding///DNA binding///RNA binding///kinase activity///nucleic acid binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		4		Nr2e3		16601		0.666		0		0		0		0.773		2		0.719		Klf9		Kruppel-like factor 9				DNA binding///embryo implantation///metal ion binding///nucleic acid binding///nucleus///progesterone receptor signaling pathway///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///zinc ion binding

		4		Crx		16601		0.666		0.946		0		0		0		2		0.806		Klf9		Kruppel-like factor 9				DNA binding///embryo implantation///metal ion binding///nucleic acid binding///nucleus///progesterone receptor signaling pathway///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///zinc ion binding

		4		Nrl		16601		0.729		0.874		0		0		0.855		3		0.819		Klf9		Kruppel-like factor 9				DNA binding///embryo implantation///metal ion binding///nucleic acid binding///nucleus///progesterone receptor signaling pathway///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///zinc ion binding

		4		Rho		16601		0		0		0.7		0.9		0.875		3		0.825		Klf9		Kruppel-like factor 9				DNA binding///embryo implantation///metal ion binding///nucleic acid binding///nucleus///progesterone receptor signaling pathway///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///zinc ion binding

		4		Crx		17245		0.81		0.762		0.821		0		0		3		0.798		Mdm1		transformed mouse 3T3 cell double minute 1				nucleus

		4		Rho		17245		0.888		0		0.9		0		0		2		0.894		Mdm1		transformed mouse 3T3 cell double minute 1				nucleus

		4		Nr2e3		17245		0.726		0		0.8		0		0		2		0.763		Mdm1		transformed mouse 3T3 cell double minute 1				nucleus

		4		Nrl		17245		0.874		0		0.8		0		0		2		0.837		Mdm1		transformed mouse 3T3 cell double minute 1				nucleus

		4		Crx		17436		0		0.69		0.821		0		0		2		0.756		Mod1		malic enzyme, supernatant		Carbon fixation///Pyruvate metabolism		NAD binding///malate dehydrogenase (decarboxylating) activity///malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) activity///malate metabolism///malic enzyme activity///metal ion binding///oxidoreductase activity///oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor///soluble fraction

		4		Chx10		17436		0.842		0		0		0		0.752		2		0.797		Mod1		malic enzyme, supernatant		Carbon fixation///Pyruvate metabolism		NAD binding///malate dehydrogenase (decarboxylating) activity///malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) activity///malate metabolism///malic enzyme activity///metal ion binding///oxidoreductase activity///oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor///soluble fraction

		4		Nrl		17436		0		0.881		0.8		0		0.945		3		0.875		Mod1		malic enzyme, supernatant		Carbon fixation///Pyruvate metabolism		NAD binding///malate dehydrogenase (decarboxylating) activity///malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) activity///malate metabolism///malic enzyme activity///metal ion binding///oxidoreductase activity///oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor///soluble fraction

		4		Rho		17436		0		0		0.9		0.9		0.897		3		0.899		Mod1		malic enzyme, supernatant		Carbon fixation///Pyruvate metabolism		NAD binding///malate dehydrogenase (decarboxylating) activity///malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) activity///malate metabolism///malic enzyme activity///metal ion binding///oxidoreductase activity///oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor///soluble fraction

		4		Rho		18185		0.826		0		0.9		0		0.961		3		0.896		Nrl		neural retina leucine zipper gene				DNA binding///nucleus///positive regulation of rhodopsin gene activity///positive regulation of rhodopsin gene activity///positive regulation of transcription from RNA polymerase II promoter///positive regulation of transcription from RNA polymerase II promoter///protein dimerization activity///regulation of rhodopsin gene activity///regulation of transcription, DNA-dependent///retinal rod cell development///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor activity

		4		Nrl		18185		1		1		1		1		1		5		1		Nrl		neural retina leucine zipper gene				DNA binding///nucleus///positive regulation of rhodopsin gene activity///positive regulation of rhodopsin gene activity///positive regulation of transcription from RNA polymerase II promoter///positive regulation of transcription from RNA polymerase II promoter///protein dimerization activity///regulation of rhodopsin gene activity///regulation of transcription, DNA-dependent///retinal rod cell development///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor activity

		4		Nr2e3		18185		0.777		0		1		0		0		2		0.889		Nrl		neural retina leucine zipper gene				DNA binding///nucleus///positive regulation of rhodopsin gene activity///positive regulation of rhodopsin gene activity///positive regulation of transcription from RNA polymerase II promoter///positive regulation of transcription from RNA polymerase II promoter///protein dimerization activity///regulation of rhodopsin gene activity///regulation of transcription, DNA-dependent///retinal rod cell development///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor activity

		4		Crx		18185		0.974		0.857		0		0		0		2		0.916		Nrl		neural retina leucine zipper gene				DNA binding///nucleus///positive regulation of rhodopsin gene activity///positive regulation of rhodopsin gene activity///positive regulation of transcription from RNA polymerase II promoter///positive regulation of transcription from RNA polymerase II promoter///protein dimerization activity///regulation of rhodopsin gene activity///regulation of transcription, DNA-dependent///retinal rod cell development///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor activity

		4		Nrl		18245		0		0.905		0		0		0.727		2		0.816		Oaz1		ornithine decarboxylase antizyme				enzyme inhibitor activity///ornithine decarboxylase inhibitor activity///polyamine metabolism

		4		Crx		18245		0		0.833		0.947		0		0		2		0.89		Oaz1		ornithine decarboxylase antizyme				enzyme inhibitor activity///ornithine decarboxylase inhibitor activity///polyamine metabolism

		4		Rho		18245		0.665		0		0		1		0		2		0.832		Oaz1		ornithine decarboxylase antizyme				enzyme inhibitor activity///ornithine decarboxylase inhibitor activity///polyamine metabolism

		4		Rb1		18245		0		0		0.667		0		0.718		2		0.693		Oaz1		ornithine decarboxylase antizyme				enzyme inhibitor activity///ornithine decarboxylase inhibitor activity///polyamine metabolism

		4		Nrl		18588		0.94		0.81		0.9		0		0.936		4		0.896		Pde6g		phosphodiesterase 6G, cGMP-specific, rod, gamma		Purine metabolism		3',5'-cyclic-nucleotide phosphodiesterase activity///activation of MAPK activity///cGMP-specific phosphodiesterase activity///hydrolase activity///positive regulation of G-protein coupled receptor protein signaling pathway///positive regulation of epidermal growth factor receptor signaling pathway///protein binding///sensory perception///visual perception

		4		Crx		18588		0.902		0		0.667		0		0		2		0.784		Pde6g		phosphodiesterase 6G, cGMP-specific, rod, gamma		Purine metabolism		3',5'-cyclic-nucleotide phosphodiesterase activity///activation of MAPK activity///cGMP-specific phosphodiesterase activity///hydrolase activity///positive regulation of G-protein coupled receptor protein signaling pathway///positive regulation of epidermal growth factor receptor signaling pathway///protein binding///sensory perception///visual perception

		4		Rho		18588		0.791		0		1		1		0.98		4		0.943		Pde6g		phosphodiesterase 6G, cGMP-specific, rod, gamma		Purine metabolism		3',5'-cyclic-nucleotide phosphodiesterase activity///activation of MAPK activity///cGMP-specific phosphodiesterase activity///hydrolase activity///positive regulation of G-protein coupled receptor protein signaling pathway///positive regulation of epidermal growth factor receptor signaling pathway///protein binding///sensory perception///visual perception

		4		Nr2e3		18588		0.708		0		0.9		0		0		2		0.804		Pde6g		phosphodiesterase 6G, cGMP-specific, rod, gamma		Purine metabolism		3',5'-cyclic-nucleotide phosphodiesterase activity///activation of MAPK activity///cGMP-specific phosphodiesterase activity///hydrolase activity///positive regulation of G-protein coupled receptor protein signaling pathway///positive regulation of epidermal growth factor receptor signaling pathway///protein binding///sensory perception///visual perception

		4		Nrl		19058		0		0.667		0.7		0		0		2		0.683		Ppp3r1		protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I)		Wnt signaling pathway///Natural killer cell mediated cytotoxicity///B cell receptor signaling pathway///Apoptosis///Calcium signaling pathway///MAPK signaling pathway///Axon guidance///T cell receptor signaling pathway///Long-term potentiation		calcium ion binding///epithelial to mesenchymal transition///heart development

		4		Rho		19058		0		0		0.9		1		0		2		0.95		Ppp3r1		protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I)		Wnt signaling pathway///Natural killer cell mediated cytotoxicity///B cell receptor signaling pathway///Apoptosis///Calcium signaling pathway///MAPK signaling pathway///Axon guidance///T cell receptor signaling pathway///Long-term potentiation		calcium ion binding///epithelial to mesenchymal transition///heart development

		4		Nr2e3		19058		0.67		0		0.7		0		0		2		0.685		Ppp3r1		protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I)		Wnt signaling pathway///Natural killer cell mediated cytotoxicity///B cell receptor signaling pathway///Apoptosis///Calcium signaling pathway///MAPK signaling pathway///Axon guidance///T cell receptor signaling pathway///Long-term potentiation		calcium ion binding///epithelial to mesenchymal transition///heart development

		4		Crx		19058		0		0.81		0.667		0		0		2		0.738		Ppp3r1		protein phosphatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I)		Wnt signaling pathway///Natural killer cell mediated cytotoxicity///B cell receptor signaling pathway///Apoptosis///Calcium signaling pathway///MAPK signaling pathway///Axon guidance///T cell receptor signaling pathway///Long-term potentiation		calcium ion binding///epithelial to mesenchymal transition///heart development

		4		Rho		19126		0.659		0		0.9		0.9		0		3		0.82		Prom1		prominin 1				brush border///extracellular space///integral to membrane///integral to plasma membrane///membrane///microvillus

		4		Nr2e3		19126		0.85		0		0.8		0		0		2		0.825		Prom1		prominin 1				brush border///extracellular space///integral to membrane///integral to plasma membrane///membrane///microvillus

		4		Nrl		19126		0.832		0.905		0.8		0		0		3		0.845		Prom1		prominin 1				brush border///extracellular space///integral to membrane///integral to plasma membrane///membrane///microvillus

		4		Crx		19126		0.844		0.81		0		0		0		2		0.827		Prom1		prominin 1				brush border///extracellular space///integral to membrane///integral to plasma membrane///membrane///microvillus

		4		Crx		19245		0.895		0		0.667		0		0		2		0.781		Ptp4a3		protein tyrosine phosphatase 4a3				hydrolase activity///membrane///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity

		4		Nrl		19245		0.933		0		0.9		0.7		0.873		4		0.852		Ptp4a3		protein tyrosine phosphatase 4a3				hydrolase activity///membrane///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity

		4		Rho		19245		0.734		0		1		0		0.893		3		0.876		Ptp4a3		protein tyrosine phosphatase 4a3				hydrolase activity///membrane///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity

		4		Nr2e3		19245		0.676		0		0.9		0		0.7		3		0.759		Ptp4a3		protein tyrosine phosphatase 4a3				hydrolase activity///membrane///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity

		4		Nr2e3		19674		0.697		0		0.9		0		0		2		0.799		Rcvrn		recoverin				calcium ion binding///sensory perception///visual perception

		4		Nrl		19674		0.902		0.976		0.9		0.8		0.952		5		0.906		Rcvrn		recoverin				calcium ion binding///sensory perception///visual perception

		4		Rho		19674		0.901		0		1		0.7		0.991		4		0.898		Rcvrn		recoverin				calcium ion binding///sensory perception///visual perception

		4		Crx		19674		0.824		0.833		0.667		0		0		3		0.775		Rcvrn		recoverin				calcium ion binding///sensory perception///visual perception

		4		Rho		19881		0.826		0		1		1		0.975		4		0.95		Rom1		rod outer segment membrane protein 1				cell adhesion///extracellular space///integral to membrane///membrane///protein binding///sensory perception///visual perception

		4		Crx		19881		0.974		0		0.667		0		0		2		0.821		Rom1		rod outer segment membrane protein 1				cell adhesion///extracellular space///integral to membrane///membrane///protein binding///sensory perception///visual perception

		4		Nrl		19881		1		0.85		0.9		0		0.973		4		0.931		Rom1		rod outer segment membrane protein 1				cell adhesion///extracellular space///integral to membrane///membrane///protein binding///sensory perception///visual perception

		4		Nr2e3		19881		0.777		0		0.9		0		0		2		0.839		Rom1		rod outer segment membrane protein 1				cell adhesion///extracellular space///integral to membrane///membrane///protein binding///sensory perception///visual perception

		4		Crx		20028		0.886		0.976		0		0		0		2		0.931		Pdc		phosducin				GTPase inhibitor activity///cytosol///electron transport///electron transporter activity///regulation of G-protein coupled receptor protein signaling pathway///rhodopsin mediated phototransduction///sensory perception///visual perception

		4		Rho		20028		0.822		0		0.8		0.9		0		3		0.841		Pdc		phosducin				GTPase inhibitor activity///cytosol///electron transport///electron transporter activity///regulation of G-protein coupled receptor protein signaling pathway///rhodopsin mediated phototransduction///sensory perception///visual perception

		4		Nrl		20028		0.912		0.833		0.9		0		0		3		0.882		Pdc		phosducin				GTPase inhibitor activity///cytosol///electron transport///electron transporter activity///regulation of G-protein coupled receptor protein signaling pathway///rhodopsin mediated phototransduction///sensory perception///visual perception

		4		Nr2e3		20028		0.747		0		0.9		0		0		2		0.823		Pdc		phosducin				GTPase inhibitor activity///cytosol///electron transport///electron transporter activity///regulation of G-protein coupled receptor protein signaling pathway///rhodopsin mediated phototransduction///sensory perception///visual perception

		4		Crx		20908		0.886		0.81		0.821		0		0		3		0.839		Stx3		syntaxin 3		SNARE interactions in vesicular transport		integral to membrane///intracellular protein transport///membrane///neurotransmitter transport///protein transporter activity///transport

		4		Nr2e3		20908		0.747		0		0.8		0		0.827		3		0.791		Stx3		syntaxin 3		SNARE interactions in vesicular transport		integral to membrane///intracellular protein transport///membrane///neurotransmitter transport///protein transporter activity///transport

		4		Nrl		20908		0.912		0.857		0.8		0.8		0		4		0.842		Stx3		syntaxin 3		SNARE interactions in vesicular transport		integral to membrane///intracellular protein transport///membrane///neurotransmitter transport///protein transporter activity///transport

		4		Rho		20908		0.729		0		0.9		0.7		0		3		0.776		Stx3		syntaxin 3		SNARE interactions in vesicular transport		integral to membrane///intracellular protein transport///membrane///neurotransmitter transport///protein transporter activity///transport

		4		Rho		22248		0.898		0		0.9		0.9		0		3		0.899		Unc119		unc-119 homolog (C. elegans)				microtubule///microtubule-based movement///sensory perception///structural molecule activity///visual perception

		4		Nrl		22248		0.96		0.81		0.7		0		0		3		0.823		Unc119		unc-119 homolog (C. elegans)				microtubule///microtubule-based movement///sensory perception///structural molecule activity///visual perception

		4		Crx		22248		0.922		0		0.667		0		0		2		0.794		Unc119		unc-119 homolog (C. elegans)				microtubule///microtubule-based movement///sensory perception///structural molecule activity///visual perception

		4		Nr2e3		22248		0.699		0		0.7		0		0		2		0.7		Unc119		unc-119 homolog (C. elegans)				microtubule///microtubule-based movement///sensory perception///structural molecule activity///visual perception

		4		Crx		23807		0.803		0.857		0.821		0		0		3		0.827		Arih2		ariadne homolog 2 (Drosophila)				metal ion binding///nucleus///protein binding///ubiquitin cycle///ubiquitin-dependent protein catabolism///zinc ion binding

		4		Rho		23807		0.759		0		0.9		0		0.838		3		0.833		Arih2		ariadne homolog 2 (Drosophila)				metal ion binding///nucleus///protein binding///ubiquitin cycle///ubiquitin-dependent protein catabolism///zinc ion binding

		4		Nr2e3		23807		0.841		0		0.8		0		0.709		3		0.783		Arih2		ariadne homolog 2 (Drosophila)				metal ion binding///nucleus///protein binding///ubiquitin cycle///ubiquitin-dependent protein catabolism///zinc ion binding

		4		Nrl		23807		0.81		0.857		0.8		0		0.818		4		0.821		Arih2		ariadne homolog 2 (Drosophila)				metal ion binding///nucleus///protein binding///ubiquitin cycle///ubiquitin-dependent protein catabolism///zinc ion binding

		4		Chx10		26445		0		0.766		0		0.8		0		2		0.783		Psmb2		proteasome (prosome, macropain) subunit, beta type 2		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		4		Crx		26445		0.664		0		0.667		0.8		0		3		0.71		Psmb2		proteasome (prosome, macropain) subunit, beta type 2		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		4		Rho		26445		0.672		0		0.9		0		0.747		3		0.773		Psmb2		proteasome (prosome, macropain) subunit, beta type 2		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		4		Nrl		26445		0.708		0		0.7		0		0.673		3		0.693		Psmb2		proteasome (prosome, macropain) subunit, beta type 2		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		4		Crx		28075		0.652		0.857		0.667		0		0		3		0.725		D15Wsu75e		DNA segment, Chr 15, Wayne State University 75, expressed

		4		Nr2e3		28075		0.703		0		0.7		0		0		2		0.701		D15Wsu75e		DNA segment, Chr 15, Wayne State University 75, expressed

		4		Nrl		28075		0.677		0.929		0.7		0.8		0.836		5		0.788		D15Wsu75e		DNA segment, Chr 15, Wayne State University 75, expressed

		4		Rho		28075		0.841		0		0.9		0.7		0.843		4		0.821		D15Wsu75e		DNA segment, Chr 15, Wayne State University 75, expressed

		4		Rho		29813		0.772		0		0.9		0.7		0		3		0.791		Zfp385		zinc finger protein 385				biological process unknown///cellular component unknown///nucleic acid binding///nucleus

		4		Nr2e3		29813		0.866		0		0.8		0		0		2		0.833		Zfp385		zinc finger protein 385				biological process unknown///cellular component unknown///nucleic acid binding///nucleus

		4		Crx		29813		0.953		0		0.821		0		0		2		0.887		Zfp385		zinc finger protein 385				biological process unknown///cellular component unknown///nucleic acid binding///nucleus

		4		Nrl		29813		0.947		0.81		0.8		0.8		0		4		0.839		Zfp385		zinc finger protein 385				biological process unknown///cellular component unknown///nucleic acid binding///nucleus

		4		Nrl		54652		0.974		0		0.9		0		0		2		0.937		Cacna1f		calcium channel, voltage-dependent, alpha 1F subunit		Calcium signaling pathway///MAPK signaling pathway		calcium channel activity///calcium ion binding///calcium ion transport///cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///sensory perception///transport///visual perception///voltage-gated calcium channel activity///voltage-gated calcium channel complex///voltage-gated ion channel activity

		4		Crx		54652		0.955		0		0.667		0		0		2		0.811		Cacna1f		calcium channel, voltage-dependent, alpha 1F subunit		Calcium signaling pathway///MAPK signaling pathway		calcium channel activity///calcium ion binding///calcium ion transport///cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///sensory perception///transport///visual perception///voltage-gated calcium channel activity///voltage-gated calcium channel complex///voltage-gated ion channel activity

		4		Nr2e3		54652		0.708		0		0.9		0		0		2		0.804		Cacna1f		calcium channel, voltage-dependent, alpha 1F subunit		Calcium signaling pathway///MAPK signaling pathway		calcium channel activity///calcium ion binding///calcium ion transport///cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///sensory perception///transport///visual perception///voltage-gated calcium channel activity///voltage-gated calcium channel complex///voltage-gated ion channel activity

		4		Rho		54652		0.863		0		1		0		0		2		0.931		Cacna1f		calcium channel, voltage-dependent, alpha 1F subunit		Calcium signaling pathway///MAPK signaling pathway		calcium channel activity///calcium ion binding///calcium ion transport///cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///sensory perception///transport///visual perception///voltage-gated calcium channel activity///voltage-gated calcium channel complex///voltage-gated ion channel activity

		4		Nrl		56807		0.891		0		0.7		0		0.891		3		0.827		Scamp5		secretory carrier membrane protein 5				integral to membrane///membrane///protein transport///synaptic vesicle///transport

		4		Rho		56807		0.763		0		0.9		0		0.884		3		0.849		Scamp5		secretory carrier membrane protein 5				integral to membrane///membrane///protein transport///synaptic vesicle///transport

		4		Nr2e3		56807		0		0		0.7		0		0.682		2		0.691		Scamp5		secretory carrier membrane protein 5				integral to membrane///membrane///protein transport///synaptic vesicle///transport

		4		Crx		56807		0.878		0		0.667		0		0		2		0.773		Scamp5		secretory carrier membrane protein 5				integral to membrane///membrane///protein transport///synaptic vesicle///transport

		4		Crx		58869		0.7		0		0.667		0		0		2		0.683		Pex2		peroxin 2				binding///biological process unknown///cellular component unknown///membrane///molecular function unknown

		4		Nr2e3		58869		0		0		0.7		0		0.745		2		0.723		Pex2		peroxin 2				binding///biological process unknown///cellular component unknown///membrane///molecular function unknown

		4		Rho		58869		0.689		0		0.9		0		0.961		3		0.85		Pex2		peroxin 2				binding///biological process unknown///cellular component unknown///membrane///molecular function unknown

		4		Nrl		58869		0.777		0		0.7		0		0.909		3		0.795		Pex2		peroxin 2				binding///biological process unknown///cellular component unknown///membrane///molecular function unknown

		4		Crx		67095		0		0.857		0.667		0		0		2		0.762		Trak1		trafficking protein, kinesin binding 1				nucleus

		4		Rho		67095		0		0		0.9		0.9		0.834		3		0.878		Trak1		trafficking protein, kinesin binding 1				nucleus

		4		Nr2e3		67095		0		0		0.7		0		0.764		2		0.732		Trak1		trafficking protein, kinesin binding 1				nucleus

		4		Nrl		67095		0		0.857		0.7		0		0.773		3		0.777		Trak1		trafficking protein, kinesin binding 1				nucleus

		4		Rho		67994		0.684		0		0.9		0		0		2		0.792		Mrps11		mitochondrial ribosomal protein S11				intracellular///mitochondrion///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		4		Nr2e3		67994		0.874		0		1		0		0		2		0.937		Mrps11		mitochondrial ribosomal protein S11				intracellular///mitochondrion///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		4		Crx		67994		0.676		0.814		0		0.9		0		3		0.797		Mrps11		mitochondrial ribosomal protein S11				intracellular///mitochondrion///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		4		Nrl		67994		0.72		0		1		0		0		2		0.86		Mrps11		mitochondrial ribosomal protein S11				intracellular///mitochondrion///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		4		Nrl		69662		0.731		0.905		0.7		0.8		0		4		0.784		2310061I04Rik		RIKEN cDNA 2310061I04 gene

		4		Rho		69662		0		0		0.9		0.7		0		2		0.8		2310061I04Rik		RIKEN cDNA 2310061I04 gene

		4		Crx		69662		0.731		0.81		0.667		0		0		3		0.736		2310061I04Rik		RIKEN cDNA 2310061I04 gene

		4		Nr2e3		69662		0.797		0		0.7		0		0		2		0.748		2310061I04Rik		RIKEN cDNA 2310061I04 gene

		4		Nrl		69981		0.762		0.667		0		0		0.764		3		0.731		Tmem30a		transmembrane protein 30A				integral to membrane

		4		Crx		69981		0.775		0.905		0.821		0		0		3		0.833		Tmem30a		transmembrane protein 30A				integral to membrane

		4		Rho		69981		0		0		0		0.9		0.793		2		0.846		Tmem30a		transmembrane protein 30A				integral to membrane

		4		Rb1		69981		0		0		0.8		0		0.691		2		0.745		Tmem30a		transmembrane protein 30A				integral to membrane

		4		Crx		70335		0.713		0.69		0.667		0		0		3		0.69		Reep6		receptor accessory protein 6				integral to membrane///membrane///protein binding

		4		Nrl		70335		0.786		0.881		0.9		0		0		3		0.856		Reep6		receptor accessory protein 6				integral to membrane///membrane///protein binding

		4		Rho		70335		0.764		0		1		0.9		0		3		0.888		Reep6		receptor accessory protein 6				integral to membrane///membrane///protein binding

		4		Nr2e3		70335		0		0		0.9		0		0.691		2		0.795		Reep6		receptor accessory protein 6				integral to membrane///membrane///protein binding

		4		Rho		72569		0.669		0		0.9		0		0.811		3		0.793		Bbs5		Bardet-Biedl syndrome 5 (human)

		4		Nrl		72569		0.717		0		0.7		0		0.827		3		0.748		Bbs5		Bardet-Biedl syndrome 5 (human)

		4		Nr2e3		72569		0.749		0		0.7		0		0		2		0.724		Bbs5		Bardet-Biedl syndrome 5 (human)

		4		Crx		72569		0.673		0		0.667		0		0		2		0.67		Bbs5		Bardet-Biedl syndrome 5 (human)

		4		Nrl		72961		0.912		0		0.7		0		0		2		0.806		Slc17a7		solute carrier family 17 (sodium-dependent inorganic phosphate cotransporter), member 7				integral to membrane///membrane///sequestering of neurotransmitter///sodium:inorganic phosphate symporter activity///synapse///transport

		4		Rho		72961		0.877		0		0.9		0		0		2		0.889		Slc17a7		solute carrier family 17 (sodium-dependent inorganic phosphate cotransporter), member 7				integral to membrane///membrane///sequestering of neurotransmitter///sodium:inorganic phosphate symporter activity///synapse///transport

		4		Nr2e3		72961		0.735		0		0.7		0		0		2		0.718		Slc17a7		solute carrier family 17 (sodium-dependent inorganic phosphate cotransporter), member 7				integral to membrane///membrane///sequestering of neurotransmitter///sodium:inorganic phosphate symporter activity///synapse///transport

		4		Crx		72961		0.842		0		0.667		0		0		2		0.754		Slc17a7		solute carrier family 17 (sodium-dependent inorganic phosphate cotransporter), member 7				integral to membrane///membrane///sequestering of neurotransmitter///sodium:inorganic phosphate symporter activity///synapse///transport

		4		Crx		74023		0.838		0		0.667		0		0		2		0.753		3322402L07Rik		RIKEN cDNA 3322402L07 gene

		4		Rho		74023		0.662		0		1		0		0		2		0.831		3322402L07Rik		RIKEN cDNA 3322402L07 gene

		4		Nr2e3		74023		0.775		0		0.9		0		0		2		0.837		3322402L07Rik		RIKEN cDNA 3322402L07 gene

		4		Nrl		74023		0.864		0		0.9		0		0		2		0.882		3322402L07Rik		RIKEN cDNA 3322402L07 gene

		4		Rho		75497		0.888		0		0.9		0		0.808		3		0.865		1700008G05Rik		RIKEN cDNA 1700008G05 gene

		4		Nrl		75497		0.874		0		0.7		0		0.797		3		0.79		1700008G05Rik		RIKEN cDNA 1700008G05 gene

		4		Nr2e3		75497		0.726		0		0.7		0		0		2		0.713		1700008G05Rik		RIKEN cDNA 1700008G05 gene

		4		Crx		75497		0.81		0		0.667		0		0		2		0.739		1700008G05Rik		RIKEN cDNA 1700008G05 gene

		4		Rho		76252		0		0		0.9		0		0.92		2		0.91		Atp6v0e2		ATPase, H+ transporting, lysosomal V0 subunit e2		ATP synthesis///Oxidative phosphorylation		integral to membrane

		4		Nr2e3		76252		0.794		0		0.7		0		0		2		0.747		Atp6v0e2		ATPase, H+ transporting, lysosomal V0 subunit e2		ATP synthesis///Oxidative phosphorylation		integral to membrane

		4		Nrl		76252		0.75		0.952		0.7		0		0.955		4		0.839		Atp6v0e2		ATPase, H+ transporting, lysosomal V0 subunit e2		ATP synthesis///Oxidative phosphorylation		integral to membrane

		4		Crx		76252		0.738		0.881		0.667		0		0		3		0.762		Atp6v0e2		ATPase, H+ transporting, lysosomal V0 subunit e2		ATP synthesis///Oxidative phosphorylation		integral to membrane

		4		Crx		77945		0.809		0		0.763		0		0		2		0.786		Rpgrip1		retinitis pigmentosa GTPase regulator interacting protein 1				axoneme///cilium///eye photoreceptor cell development///protein binding///sensory perception///visual perception

		4		Nr2e3		77945		0.797		0		0.872		0		0		2		0.834		Rpgrip1		retinitis pigmentosa GTPase regulator interacting protein 1				axoneme///cilium///eye photoreceptor cell development///protein binding///sensory perception///visual perception

		4		Rho		77945		0		0		0.975		0		0.98		2		0.977		Rpgrip1		retinitis pigmentosa GTPase regulator interacting protein 1				axoneme///cilium///eye photoreceptor cell development///protein binding///sensory perception///visual perception

		4		Nrl		77945		0.809		0		0.872		0		0.991		3		0.891		Rpgrip1		retinitis pigmentosa GTPase regulator interacting protein 1				axoneme///cilium///eye photoreceptor cell development///protein binding///sensory perception///visual perception

		4		Crx		77974		0.824		0		0.667		0		0		2		0.746		Rdh12		retinol dehydrogenase 12		Tetrachloroethene degradation///Nucleotide sugars metabolism///Lysine degradation///Glycine, serine and threonine metabolism///Fructose and mannose metabolism///Bile acid biosynthesis///Galactose metabolism///Butanoate metabolism///Bisphenol A degradation///Linoleic acid metabolism///Glycerophospholipid metabolism///Ascorbate and aldarate metabolism		extracellular space///metabolism///oxidoreductase activity///sensory perception///visual perception

		4		Nr2e3		77974		0.697		0		0.9		0		0		2		0.799		Rdh12		retinol dehydrogenase 12		Tetrachloroethene degradation///Nucleotide sugars metabolism///Lysine degradation///Glycine, serine and threonine metabolism///Fructose and mannose metabolism///Bile acid biosynthesis///Galactose metabolism///Butanoate metabolism///Bisphenol A degradation///Linoleic acid metabolism///Glycerophospholipid metabolism///Ascorbate and aldarate metabolism		extracellular space///metabolism///oxidoreductase activity///sensory perception///visual perception

		4		Rho		77974		0.901		0		1		0		0		2		0.951		Rdh12		retinol dehydrogenase 12		Tetrachloroethene degradation///Nucleotide sugars metabolism///Lysine degradation///Glycine, serine and threonine metabolism///Fructose and mannose metabolism///Bile acid biosynthesis///Galactose metabolism///Butanoate metabolism///Bisphenol A degradation///Linoleic acid metabolism///Glycerophospholipid metabolism///Ascorbate and aldarate metabolism		extracellular space///metabolism///oxidoreductase activity///sensory perception///visual perception

		4		Nrl		77974		0.902		0		0.9		0		0		2		0.901		Rdh12		retinol dehydrogenase 12		Tetrachloroethene degradation///Nucleotide sugars metabolism///Lysine degradation///Glycine, serine and threonine metabolism///Fructose and mannose metabolism///Bile acid biosynthesis///Galactose metabolism///Butanoate metabolism///Bisphenol A degradation///Linoleic acid metabolism///Glycerophospholipid metabolism///Ascorbate and aldarate metabolism		extracellular space///metabolism///oxidoreductase activity///sensory perception///visual perception

		4		Rho		96979		0.764		0		0.7		0.7		0.858		4		0.756		Ptges2		prostaglandin E synthase 2		Arachidonic acid metabolism		DNA binding///arsenate reductase (glutaredoxin) activity///cell redox homeostasis///cytosol///electron transport///electron transporter activity///extracellular space///fatty acid biosynthesis///integral to membrane///isomerase activity///lipid biosynthesis///membrane///nucleus///prostaglandin biosynthesis///prostaglandin-E synthase activity///regulation of transcription///transcriptional activator activity

		4		Crx		96979		0.686		0		0.821		0		0		2		0.753		Ptges2		prostaglandin E synthase 2		Arachidonic acid metabolism		DNA binding///arsenate reductase (glutaredoxin) activity///cell redox homeostasis///cytosol///electron transport///electron transporter activity///extracellular space///fatty acid biosynthesis///integral to membrane///isomerase activity///lipid biosynthesis///membrane///nucleus///prostaglandin biosynthesis///prostaglandin-E synthase activity///regulation of transcription///transcriptional activator activity

		4		Nrl		96979		0.757		0		0		0.8		0.879		3		0.812		Ptges2		prostaglandin E synthase 2		Arachidonic acid metabolism		DNA binding///arsenate reductase (glutaredoxin) activity///cell redox homeostasis///cytosol///electron transport///electron transporter activity///extracellular space///fatty acid biosynthesis///integral to membrane///isomerase activity///lipid biosynthesis///membrane///nucleus///prostaglandin biosynthesis///prostaglandin-E synthase activity///regulation of transcription///transcriptional activator activity

		4		Nr2e3		96979		0.744		0		0		0		0.715		2		0.73		Ptges2		prostaglandin E synthase 2		Arachidonic acid metabolism		DNA binding///arsenate reductase (glutaredoxin) activity///cell redox homeostasis///cytosol///electron transport///electron transporter activity///extracellular space///fatty acid biosynthesis///integral to membrane///isomerase activity///lipid biosynthesis///membrane///nucleus///prostaglandin biosynthesis///prostaglandin-E synthase activity///regulation of transcription///transcriptional activator activity

		4		Nrl		99138		0.755		0.667		0.7		0		0.845		4		0.742		Stard7		START domain containing 7

		4		Rho		99138		0.85		0		0.9		0		0.825		3		0.858		Stard7		START domain containing 7

		4		Nr2e3		99138		0		0		0.7		0		0.691		2		0.695		Stard7		START domain containing 7

		4		Crx		99138		0.659		0		0.667		0		0		2		0.663		Stard7		START domain containing 7

		4		Nrl		100972		0		0.952		0.9		0.7		0.855		4		0.852		Rab28		RAB28, member RAS oncogene family				GTP binding///membrane///nucleotide binding///small GTPase mediated signal transduction

		4		Rho		100972		0		0		1		0.8		0.87		3		0.89		Rab28		RAB28, member RAS oncogene family				GTP binding///membrane///nucleotide binding///small GTPase mediated signal transduction

		4		Nr2e3		100972		0		0		0.9		0		0.718		2		0.809		Rab28		RAB28, member RAS oncogene family				GTP binding///membrane///nucleotide binding///small GTPase mediated signal transduction

		4		Crx		100972		0		0.881		0.667		0		0		2		0.774		Rab28		RAB28, member RAS oncogene family				GTP binding///membrane///nucleotide binding///small GTPase mediated signal transduction

		4		Nr2e3		103172		0.743		0		0.7		0		0		2		0.721								mitochondrion

		4		Crx		103172		0.876		0		0.667		0		0		2		0.772								mitochondrion

		4		Rho		103172		0.688		0		0.9		0.9		0		3		0.829								mitochondrion

		4		Nrl		103172		0.883		0		0.7		0		0		2		0.791								mitochondrion

		4		Rho		103885		0.884		0		1		0		0		2		0.942		AI875142		expressed sequence AI875142

		4		Nr2e3		103885		0.721		0		0.9		0		0		2		0.811		AI875142		expressed sequence AI875142

		4		Nrl		103885		0.863		0		0.9		0		0		2		0.881		AI875142		expressed sequence AI875142

		4		Crx		103885		0.785		0		0.667		0		0		2		0.726		AI875142		expressed sequence AI875142

		4		Nr2e3		107829		0.773		0		0.7		0		0		2		0.737		Fmip		Fms interacting protein				cellular component unknown///negative regulation of macrophage differentiation///protein binding

		4		Crx		107829		0.653		0		0.667		0		0		2		0.66		Fmip		Fms interacting protein				cellular component unknown///negative regulation of macrophage differentiation///protein binding

		4		Rho		107829		0.748		0		0.9		0		0		2		0.824		Fmip		Fms interacting protein				cellular component unknown///negative regulation of macrophage differentiation///protein binding

		4		Nrl		107829		0.742		0		0.7		0		0		2		0.721		Fmip		Fms interacting protein				cellular component unknown///negative regulation of macrophage differentiation///protein binding

		4		Rb1		108013		0		0		0		0.7		0.655		2		0.677		Brunol4		bruno-like 4, RNA binding protein (Drosophila)				mRNA binding///mRNA splice site selection///nucleus

		4		Nrl		108013		0.833		0		0		0		0.836		2		0.835		Brunol4		bruno-like 4, RNA binding protein (Drosophila)				mRNA binding///mRNA splice site selection///nucleus

		4		Crx		108013		0.795		0		0.821		0		0		2		0.808		Brunol4		bruno-like 4, RNA binding protein (Drosophila)				mRNA binding///mRNA splice site selection///nucleus

		4		Rho		108013		0.751		0		0		0		0.879		2		0.815		Brunol4		bruno-like 4, RNA binding protein (Drosophila)				mRNA binding///mRNA splice site selection///nucleus

		4		Nr2e3		114128		0.705		0		0.7		0		0		2		0.702		Laptm4b		lysosomal-associated protein transmembrane 4B				integral to membrane

		4		Crx		114128		0.818		0.69		0		0		0		2		0.754		Laptm4b		lysosomal-associated protein transmembrane 4B				integral to membrane

		4		Nrl		114128		0.862		0.881		0.7		0		0		3		0.814		Laptm4b		lysosomal-associated protein transmembrane 4B				integral to membrane

		4		Rho		114128		0.74		0		0		0.9		0		2		0.82		Laptm4b		lysosomal-associated protein transmembrane 4B				integral to membrane

		4		Crx		114230		0.787		0		0.667		0		0		2		0.727		Aipl1		aryl hydrocarbon receptor-interacting protein-like 1				binding///cytoplasm///farnesylated protein binding///negative regulation of apoptosis///nucleus///photoreceptor inner segment///phototransduction, visible light///protein farnesylation///protein folding///receptor activity///regulation of cGMP metabolism///retinal homeostasis

		4		Rho		114230		0.791		0		0.9		0		0.98		3		0.89		Aipl1		aryl hydrocarbon receptor-interacting protein-like 1				binding///cytoplasm///farnesylated protein binding///negative regulation of apoptosis///nucleus///photoreceptor inner segment///phototransduction, visible light///protein farnesylation///protein folding///receptor activity///regulation of cGMP metabolism///retinal homeostasis

		4		Nr2e3		114230		0.673		0		0.7		0		0		2		0.687		Aipl1		aryl hydrocarbon receptor-interacting protein-like 1				binding///cytoplasm///farnesylated protein binding///negative regulation of apoptosis///nucleus///photoreceptor inner segment///phototransduction, visible light///protein farnesylation///protein folding///receptor activity///regulation of cGMP metabolism///retinal homeostasis

		4		Nrl		114230		0.851		0		0.7		0		0.964		3		0.838		Aipl1		aryl hydrocarbon receptor-interacting protein-like 1				binding///cytoplasm///farnesylated protein binding///negative regulation of apoptosis///nucleus///photoreceptor inner segment///phototransduction, visible light///protein farnesylation///protein folding///receptor activity///regulation of cGMP metabolism///retinal homeostasis

		4		Rho		114873		0.86		0		0.9		0		0.779		3		0.846		Dscaml1		Down syndrome cell adhesion molecule-like 1				calcium-independent cell-cell adhesion///homophilic cell adhesion///plasma membrane

		4		Nr2e3		114873		0.74		0		0.8		0		0		2		0.77		Dscaml1		Down syndrome cell adhesion molecule-like 1				calcium-independent cell-cell adhesion///homophilic cell adhesion///plasma membrane

		4		Crx		114873		0.824		0		0.821		0		0		2		0.823		Dscaml1		Down syndrome cell adhesion molecule-like 1				calcium-independent cell-cell adhesion///homophilic cell adhesion///plasma membrane

		4		Nrl		114873		0.902		0		0.8		0		0.809		3		0.837		Dscaml1		Down syndrome cell adhesion molecule-like 1				calcium-independent cell-cell adhesion///homophilic cell adhesion///plasma membrane

		4		Nrl		140481		0.925		0		0.9		0		0		2		0.912		Man2a2		mannosidase 2, alpha 2		N-Glycan biosynthesis		carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds

		4		Nr2e3		140481		0.695		0		0.9		0		0		2		0.798		Man2a2		mannosidase 2, alpha 2		N-Glycan biosynthesis		carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds

		4		Crx		140481		0.849		0		0.667		0		0		2		0.758		Man2a2		mannosidase 2, alpha 2		N-Glycan biosynthesis		carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds

		4		Rho		140481		0.916		0		1		0		0		2		0.958		Man2a2		mannosidase 2, alpha 2		N-Glycan biosynthesis		carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds

		4		Nrl		217944		0.792		0		0.9		0		0.855		3		0.849		Rapgef5		Rap guanine nucleotide exchange factor (GEF) 5				guanyl-nucleotide exchange factor activity///intracellular signaling cascade///nucleus///small GTPase mediated signal transduction

		4		Crx		217944		0.777		0		0.667		0		0		2		0.722		Rapgef5		Rap guanine nucleotide exchange factor (GEF) 5				guanyl-nucleotide exchange factor activity///intracellular signaling cascade///nucleus///small GTPase mediated signal transduction

		4		Rho		217944		0.81		0		1		0		0.92		3		0.91		Rapgef5		Rap guanine nucleotide exchange factor (GEF) 5				guanyl-nucleotide exchange factor activity///intracellular signaling cascade///nucleus///small GTPase mediated signal transduction

		4		Nr2e3		217944		0		0		0.9		0		0.682		2		0.791		Rapgef5		Rap guanine nucleotide exchange factor (GEF) 5				guanyl-nucleotide exchange factor activity///intracellular signaling cascade///nucleus///small GTPase mediated signal transduction

		4		Crx		230796		0		0		0.921		0.7		0		2		0.811		Wdtc1		WD and tetratricopeptide repeats 1

		4		Nr2e3		230796		0		0		0.667		0		0.755		2		0.711		Wdtc1		WD and tetratricopeptide repeats 1

		4		Nrl		230796		0		0.81		0.667		0		0.8		3		0.759		Wdtc1		WD and tetratricopeptide repeats 1

		4		Rho		230796		0		0		0.821		0		0.724		2		0.773		Wdtc1		WD and tetratricopeptide repeats 1

		4		Rho		234542		0.744		0		1		0		0		2		0.872		A330096I21Rik		RIKEN cDNA A330096I21 gene

		4		Nrl		234542		0.86		0		0.9		0		0		2		0.88		A330096I21Rik		RIKEN cDNA A330096I21 gene

		4		Nr2e3		234542		0.787		0		0.9		0		0		2		0.844		A330096I21Rik		RIKEN cDNA A330096I21 gene

		4		Crx		234542		0.822		0		0.667		0		0		2		0.745		A330096I21Rik		RIKEN cDNA A330096I21 gene

		4		Nr2e3		235283		0.7		0		0.7		0		0		2		0.7		Gramd1b		GRAM domain containing 1B

		4		Nrl		235283		0.789		0		0.7		0		0		2		0.744		Gramd1b		GRAM domain containing 1B

		4		Crx		235283		0.757		0		0.667		0		0		2		0.712		Gramd1b		GRAM domain containing 1B

		4		Rho		235283		0.78		0		0.9		0		0		2		0.84		Gramd1b		GRAM domain containing 1B

		4		Nr2e3		239038		0.699		0		0.872		0		0		2		0.785		Lrrc22		leucine rich repeat containing 22				integral to membrane

		4		Nrl		239038		0.91		0		0.872		0		0		2		0.891		Lrrc22		leucine rich repeat containing 22				integral to membrane

		4		Crx		239038		0.872		0		0.763		0		0		2		0.817		Lrrc22		leucine rich repeat containing 22				integral to membrane

		4		Rho		239038		0.789		0		0.975		0		0		2		0.882		Lrrc22		leucine rich repeat containing 22				integral to membrane

		4		Nrl		268755		0.844		0		0.9		0		0.9		3		0.881		A930011O12Rik		RIKEN cDNA A930011O12 gene

		4		Nr2e3		268755		0.838		0		0.9		0		0.727		3		0.822		A930011O12Rik		RIKEN cDNA A930011O12 gene

		4		Rho		268755		0.677		0		1		0		0.907		3		0.861		A930011O12Rik		RIKEN cDNA A930011O12 gene

		4		Crx		268755		0.832		0		0.667		0		0		2		0.749		A930011O12Rik		RIKEN cDNA A930011O12 gene

		4		Rho		327655		0.866		0		0.9		0		0		2		0.883		Hisppd2a		histidine acid phosphatase domain containing 2A				acid phosphatase activity

		4		Nr2e3		327655		0.725		0		0.7		0		0		2		0.712		Hisppd2a		histidine acid phosphatase domain containing 2A				acid phosphatase activity

		4		Crx		327655		0.939		0		0.667		0		0		2		0.803		Hisppd2a		histidine acid phosphatase domain containing 2A				acid phosphatase activity

		4		Nrl		327655		0.984		0		0.7		0		0		2		0.842		Hisppd2a		histidine acid phosphatase domain containing 2A				acid phosphatase activity

		4		Rho		353187		0		0		0.9		0.8		0.661		3		0.787		Nr1d2		nuclear receptor subfamily 1, group D, member 2				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///thyroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		4		Nr2e3		353187		0		0		0.7		0		0.873		2		0.786		Nr1d2		nuclear receptor subfamily 1, group D, member 2				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///thyroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		4		Crx		353187		0		0.81		0.667		0		0		2		0.738		Nr1d2		nuclear receptor subfamily 1, group D, member 2				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///thyroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		4		Nrl		353187		0		0.667		0.7		0.7		0.664		4		0.683		Nr1d2		nuclear receptor subfamily 1, group D, member 2				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///thyroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		3		Rho		11304		0.712		0		1		0.9		0.943		4		0.889		Abca4		ATP-binding cassette, sub-family A (ABC1), member 4		ABC transporters - General		ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of substances///integral to membrane///integral to plasma membrane///membrane///nucleotide binding///phospholipid transfer to membrane///phospholipid transporter activity///phospholipid-translocating ATPase activity///photoreceptor maintenance///sensory perception///transport///visual perception

		3		Crx		11304		0		0.69		0.667		0		0		2		0.679		Abca4		ATP-binding cassette, sub-family A (ABC1), member 4		ABC transporters - General		ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of substances///integral to membrane///integral to plasma membrane///membrane///nucleotide binding///phospholipid transfer to membrane///phospholipid transporter activity///phospholipid-translocating ATPase activity///photoreceptor maintenance///sensory perception///transport///visual perception

		3		Nrl		11304		0		0.881		0.9		0		0.982		3		0.921		Abca4		ATP-binding cassette, sub-family A (ABC1), member 4		ABC transporters - General		ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of substances///integral to membrane///integral to plasma membrane///membrane///nucleotide binding///phospholipid transfer to membrane///phospholipid transporter activity///phospholipid-translocating ATPase activity///photoreceptor maintenance///sensory perception///transport///visual perception

		3		Rho		11430		0.653		0		0		0		0.87		2		0.762		Acox1		acyl-Coenzyme A oxidase 1, palmitoyl		Fatty acid metabolism		FAD binding///acyl-CoA dehydrogenase activity///acyl-CoA oxidase activity///electron transport///fatty acid beta-oxidation///fatty acid metabolism///lipid metabolism///mitochondrion///oxidoreductase activity///peroxisomal membrane///peroxisome///spermatogenesis

		3		Chx10		11430		0		0		0.9		0		0.651		2		0.776		Acox1		acyl-Coenzyme A oxidase 1, palmitoyl		Fatty acid metabolism		FAD binding///acyl-CoA dehydrogenase activity///acyl-CoA oxidase activity///electron transport///fatty acid beta-oxidation///fatty acid metabolism///lipid metabolism///mitochondrion///oxidoreductase activity///peroxisomal membrane///peroxisome///spermatogenesis

		3		Nrl		11430		0.695		0.667		0		0		0.891		3		0.751		Acox1		acyl-Coenzyme A oxidase 1, palmitoyl		Fatty acid metabolism		FAD binding///acyl-CoA dehydrogenase activity///acyl-CoA oxidase activity///electron transport///fatty acid beta-oxidation///fatty acid metabolism///lipid metabolism///mitochondrion///oxidoreductase activity///peroxisomal membrane///peroxisome///spermatogenesis

		3		Rho		11502		0		0		0.7		0		0.82		2		0.76		Adam9		a disintegrin and metallopeptidase domain 9 (meltrin gamma)				cytoplasm///hydrolase activity///integral to membrane///integrin-mediated signaling pathway///membrane///metal ion binding///metalloendopeptidase activity///metallopeptidase activity///peptidase activity///plasma membrane///proteolysis///zinc ion binding

		3		Crx		11502		0		0.81		0.975		0		0		2		0.892		Adam9		a disintegrin and metallopeptidase domain 9 (meltrin gamma)				cytoplasm///hydrolase activity///integral to membrane///integrin-mediated signaling pathway///membrane///metal ion binding///metalloendopeptidase activity///metallopeptidase activity///peptidase activity///plasma membrane///proteolysis///zinc ion binding

		3		Nrl		11502		0		0.905		0		0.7		0.891		3		0.832		Adam9		a disintegrin and metallopeptidase domain 9 (meltrin gamma)				cytoplasm///hydrolase activity///integral to membrane///integrin-mediated signaling pathway///membrane///metal ion binding///metalloendopeptidase activity///metallopeptidase activity///peptidase activity///plasma membrane///proteolysis///zinc ion binding

		3		Nrl		11512		0		0.881		0		0		0.818		2		0.85		Adcy6		adenylate cyclase 6		Purine metabolism///Gap junction		adenylate cyclase activation///adenylate cyclase activity///cAMP biosynthesis///cyclic nucleotide biosynthesis///integral to membrane///intracellular signaling cascade///lyase activity///magnesium ion binding///membrane///metal ion binding///phosphorus-oxygen lyase activity///plasma membrane

		3		Crx		11512		0		0.786		0.821		0		0		2		0.803		Adcy6		adenylate cyclase 6		Purine metabolism///Gap junction		adenylate cyclase activation///adenylate cyclase activity///cAMP biosynthesis///cyclic nucleotide biosynthesis///integral to membrane///intracellular signaling cascade///lyase activity///magnesium ion binding///membrane///metal ion binding///phosphorus-oxygen lyase activity///plasma membrane

		3		Rho		11512		0		0		0.7		0		0.911		2		0.806		Adcy6		adenylate cyclase 6		Purine metabolism///Gap junction		adenylate cyclase activation///adenylate cyclase activity///cAMP biosynthesis///cyclic nucleotide biosynthesis///integral to membrane///intracellular signaling cascade///lyase activity///magnesium ion binding///membrane///metal ion binding///phosphorus-oxygen lyase activity///plasma membrane

		3		Nrl		11632		0.813		0.952		0		0		0		2		0.883		Aip		aryl-hydrocarbon receptor-interacting protein				binding///membrane fraction///protein binding///protein folding///receptor activity///transcription cofactor activity///xenobiotic metabolism

		3		Rho		11632		0.746		0		0.7		0.9		0		3		0.782		Aip		aryl-hydrocarbon receptor-interacting protein				binding///membrane fraction///protein binding///protein folding///receptor activity///transcription cofactor activity///xenobiotic metabolism

		3		Crx		11632		0.839		0.714		0.821		0		0		3		0.791		Aip		aryl-hydrocarbon receptor-interacting protein				binding///membrane fraction///protein binding///protein folding///receptor activity///transcription cofactor activity///xenobiotic metabolism

		3		Rho		11640		0		0		1		0		0.893		2		0.946		Akap1		A kinase (PRKA) anchor protein 1				RNA binding///endoplasmic reticulum///extracellular space///integral to membrane///kinase activity///membrane///mitochondrion///nucleic acid binding///outer membrane

		3		Nrl		11640		0		0.91		0.9		0		0.909		3		0.906		Akap1		A kinase (PRKA) anchor protein 1				RNA binding///endoplasmic reticulum///extracellular space///integral to membrane///kinase activity///membrane///mitochondrion///nucleic acid binding///outer membrane

		3		Crx		11640		0		0.898		0.667		0		0		2		0.783		Akap1		A kinase (PRKA) anchor protein 1				RNA binding///endoplasmic reticulum///extracellular space///integral to membrane///kinase activity///membrane///mitochondrion///nucleic acid binding///outer membrane

		3		Rho		11674		0.701		0		0.7		0.9		0.87		4		0.793		Aldoa		aldolase 1, A isoform		Fructose and mannose metabolism///Carbon fixation///Pentose phosphate pathway///Glycolysis / Gluconeogenesis		fructose-bisphosphate aldolase activity///glycolysis///lyase activity

		3		Crx		11674		0.822		0		0.821		0		0		2		0.821		Aldoa		aldolase 1, A isoform		Fructose and mannose metabolism///Carbon fixation///Pentose phosphate pathway///Glycolysis / Gluconeogenesis		fructose-bisphosphate aldolase activity///glycolysis///lyase activity

		3		Nrl		11674		0.822		0		0		0		0.864		2		0.843		Aldoa		aldolase 1, A isoform		Fructose and mannose metabolism///Carbon fixation///Pentose phosphate pathway///Glycolysis / Gluconeogenesis		fructose-bisphosphate aldolase activity///glycolysis///lyase activity

		3		Nrl		11722		0.949		0.862		0		0		0		2		0.906		Amy1		amylase 1, salivary		Starch and sucrose metabolism		alpha-amylase activity///calcium ion binding///carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds///metal ion binding

		3		Crx		11722		0.936		0.659		0.763		0		0		3		0.786		Amy1		amylase 1, salivary		Starch and sucrose metabolism		alpha-amylase activity///calcium ion binding///carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds///metal ion binding

		3		Rho		11722		0.749		0		0.821		0.9		0		3		0.823		Amy1		amylase 1, salivary		Starch and sucrose metabolism		alpha-amylase activity///calcium ion binding///carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds///metal ion binding

		3		Rho		11740		0		0		0.9		0		0.77		2		0.835		Slc25a5		solute carrier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 5		Calcium signaling pathway		binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial transport///mitochondrion///transport///transporter activity

		3		Nrl		11740		0		0.714		0.7		0		0.736		3		0.717		Slc25a5		solute carrier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 5		Calcium signaling pathway		binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial transport///mitochondrion///transport///transporter activity

		3		Crx		11740		0		0.881		0.667		0		0		2		0.774		Slc25a5		solute carrier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 5		Calcium signaling pathway		binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial transport///mitochondrion///transport///transporter activity

		3		Rho		11750		0		0		0.9		0		0.938		2		0.919		Anxa7		annexin A7				calcium ion binding///calcium ion homeostasis///calcium-dependent phospholipid binding///cell proliferation///cytosol///nuclear envelope///nucleus///plasma membrane///protein binding

		3		Nrl		11750		0		0.881		0.7		0		0.873		3		0.818		Anxa7		annexin A7				calcium ion binding///calcium ion homeostasis///calcium-dependent phospholipid binding///cell proliferation///cytosol///nuclear envelope///nucleus///plasma membrane///protein binding

		3		Crx		11750		0		0.69		0.667		0		0		2		0.679		Anxa7		annexin A7				calcium ion binding///calcium ion homeostasis///calcium-dependent phospholipid binding///cell proliferation///cytosol///nuclear envelope///nucleus///plasma membrane///protein binding

		3		Crx		11772		0.696		0.69		0		0		0		2		0.693		Ap2a2		adaptor protein complex AP-2, alpha 2 subunit				Golgi stack///binding///clathrin coat of trans-Golgi network vesicle///coated pit///endocytosis///intracellular protein transport///lipid binding///membrane coat///protein complex assembly///protein transport///secretory granule///structural molecule activity///transport///vesicle-mediated transport

		3		Nrl		11772		0.722		0.881		0		0		0.709		3		0.771		Ap2a2		adaptor protein complex AP-2, alpha 2 subunit				Golgi stack///binding///clathrin coat of trans-Golgi network vesicle///coated pit///endocytosis///intracellular protein transport///lipid binding///membrane coat///protein complex assembly///protein transport///secretory granule///structural molecule activity///transport///vesicle-mediated transport

		3		Rho		11772		0.678		0		0.7		1		0.711		4		0.772		Ap2a2		adaptor protein complex AP-2, alpha 2 subunit				Golgi stack///binding///clathrin coat of trans-Golgi network vesicle///coated pit///endocytosis///intracellular protein transport///lipid binding///membrane coat///protein complex assembly///protein transport///secretory granule///structural molecule activity///transport///vesicle-mediated transport

		3		Crx		11804		0		0.714		0.975		0		0		2		0.844		Aplp2		amyloid beta (A4) precursor-like protein 2				DNA binding///binding///copper ion homeostasis///embryonic development///extracellular matrix organization and biogenesis///extracellular space///forebrain development///integral to membrane///locomotory behavior///mating behavior///membrane///midbrain development///nucleus///protein binding///regulation of balance///suckling behavior

		3		Nrl		11804		0		0.714		0		0.7		0.718		3		0.711		Aplp2		amyloid beta (A4) precursor-like protein 2				DNA binding///binding///copper ion homeostasis///embryonic development///extracellular matrix organization and biogenesis///extracellular space///forebrain development///integral to membrane///locomotory behavior///mating behavior///membrane///midbrain development///nucleus///protein binding///regulation of balance///suckling behavior

		3		Rho		11804		0.663		0		0		0.8		0.711		3		0.724		Aplp2		amyloid beta (A4) precursor-like protein 2				DNA binding///binding///copper ion homeostasis///embryonic development///extracellular matrix organization and biogenesis///extracellular space///forebrain development///integral to membrane///locomotory behavior///mating behavior///membrane///midbrain development///nucleus///protein binding///regulation of balance///suckling behavior

		3		Nrl		11847		0		0.833		0.7		0		0		2		0.767		Arg2		arginase type II		Arginine and proline metabolism///Urea cycle and metabolism of amino groups		arginase activity///arginine catabolism///arginine metabolism///catalytic activity///hydrolase activity///manganese ion binding///metal ion binding///mitochondrion///urea cycle

		3		Crx		11847		0		0.81		0.667		0		0		2		0.738		Arg2		arginase type II		Arginine and proline metabolism///Urea cycle and metabolism of amino groups		arginase activity///arginine catabolism///arginine metabolism///catalytic activity///hydrolase activity///manganese ion binding///metal ion binding///mitochondrion///urea cycle

		3		Rho		11847		0		0		0.9		1		0		2		0.95		Arg2		arginase type II		Arginine and proline metabolism///Urea cycle and metabolism of amino groups		arginase activity///arginine catabolism///arginine metabolism///catalytic activity///hydrolase activity///manganese ion binding///metal ion binding///mitochondrion///urea cycle

		3		Rho		11984		0.726		0		0		0.7		0.815		3		0.747		Atp6v0c		ATPase, H+ transporting, lysosomal V0 subunit c		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen transport///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-translocating V-type ATPase complex///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///integral to membrane///ion transport///lysosomal lumen acidification///membrane///metal ion binding///protein binding///proton transport///proton-transporting two-sector ATPase complex///transport///vacuolar acidification///vacuole

		3		Chx10		11984		0		0		1		0		0.697		2		0.849		Atp6v0c		ATPase, H+ transporting, lysosomal V0 subunit c		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen transport///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-translocating V-type ATPase complex///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///integral to membrane///ion transport///lysosomal lumen acidification///membrane///metal ion binding///protein binding///proton transport///proton-transporting two-sector ATPase complex///transport///vacuolar acidification///vacuole

		3		Nrl		11984		0.894		0.85		0		0.8		0.855		4		0.85		Atp6v0c		ATPase, H+ transporting, lysosomal V0 subunit c		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen transport///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-translocating V-type ATPase complex///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///integral to membrane///ion transport///lysosomal lumen acidification///membrane///metal ion binding///protein binding///proton transport///proton-transporting two-sector ATPase complex///transport///vacuolar acidification///vacuole

		3		Chx10		12034		0		0.81		0		0.9		0		2		0.855		Phb2		prohibitin 2				membrane///mitochondrial inner membrane///mitochondrion///nucleus///receptor activity///regulation of transcription, DNA-dependent///signal transduction///transcription

		3		Rb1		12034		0		0.857		0.9		0		0		2		0.879		Phb2		prohibitin 2				membrane///mitochondrial inner membrane///mitochondrion///nucleus///receptor activity///regulation of transcription, DNA-dependent///signal transduction///transcription

		3		Crx		12034		0		0		0.718		0.9		0		2		0.809		Phb2		prohibitin 2				membrane///mitochondrial inner membrane///mitochondrion///nucleus///receptor activity///regulation of transcription, DNA-dependent///signal transduction///transcription

		3		Crx		12215		0.694		0		0.975		0		0		2		0.834		Bsg		basigin				extracellular space///integral to membrane///mannose binding///membrane///sugar binding

		3		Nrl		12215		0.707		0.81		0		0		0.891		3		0.802		Bsg		basigin				extracellular space///integral to membrane///mannose binding///membrane///sugar binding

		3		Rho		12215		0		0		0		1		0.806		2		0.903		Bsg		basigin				extracellular space///integral to membrane///mannose binding///membrane///sugar binding

		3		Crx		12296		0		0.802		0.667		0		0		2		0.735		Cacnb2		calcium channel, voltage-dependent, beta 2 subunit		MAPK signaling pathway		calcium channel activity///calcium ion binding///calcium ion transport///high voltage-gated calcium channel activity///ion channel activity///ion transport///transport///voltage-gated calcium channel activity///voltage-gated calcium channel complex///voltage-gated ion channel activity

		3		Nrl		12296		0		0.898		0.9		0		0		2		0.899		Cacnb2		calcium channel, voltage-dependent, beta 2 subunit		MAPK signaling pathway		calcium channel activity///calcium ion binding///calcium ion transport///high voltage-gated calcium channel activity///ion channel activity///ion transport///transport///voltage-gated calcium channel activity///voltage-gated calcium channel complex///voltage-gated ion channel activity

		3		Rho		12296		0		0		1		1		0		2		1		Cacnb2		calcium channel, voltage-dependent, beta 2 subunit		MAPK signaling pathway		calcium channel activity///calcium ion binding///calcium ion transport///high voltage-gated calcium channel activity///ion channel activity///ion transport///transport///voltage-gated calcium channel activity///voltage-gated calcium channel complex///voltage-gated ion channel activity

		3		Crx		12349		0.88		0.905		0.667		0		0		3		0.817		Car2		carbonic anhydrase 2		Nitrogen metabolism		carbonate dehydratase activity///lyase activity///metal ion binding///one-carbon compound metabolism///zinc ion binding

		3		Rho		12349		0.816		0		1		1		0		3		0.939		Car2		carbonic anhydrase 2		Nitrogen metabolism		carbonate dehydratase activity///lyase activity///metal ion binding///one-carbon compound metabolism///zinc ion binding

		3		Nrl		12349		0.905		0.905		0.9		0		0		3		0.903		Car2		carbonic anhydrase 2		Nitrogen metabolism		carbonate dehydratase activity///lyase activity///metal ion binding///one-carbon compound metabolism///zinc ion binding

		3		Nrl		12369		0		0.81		0.9		0.9		0		3		0.87		Casp7		caspase 7		MAPK signaling pathway///Alzheimer's disease///Neurodegenerative Disorders///Apoptosis///Dentatorubropallidoluysian atrophy (DRPLA)		apoptosis///caspase activity///cysteine-type peptidase activity///hydrolase activity///induction of apoptosis///induction of apoptosis///peptidase activity///proteolysis///regulation of apoptosis

		3		Crx		12369		0		0.69		0.667		0		0		2		0.679		Casp7		caspase 7		MAPK signaling pathway///Alzheimer's disease///Neurodegenerative Disorders///Apoptosis///Dentatorubropallidoluysian atrophy (DRPLA)		apoptosis///caspase activity///cysteine-type peptidase activity///hydrolase activity///induction of apoptosis///induction of apoptosis///peptidase activity///proteolysis///regulation of apoptosis

		3		Rho		12369		0		0		1		0		0.651		2		0.826		Casp7		caspase 7		MAPK signaling pathway///Alzheimer's disease///Neurodegenerative Disorders///Apoptosis///Dentatorubropallidoluysian atrophy (DRPLA)		apoptosis///caspase activity///cysteine-type peptidase activity///hydrolase activity///induction of apoptosis///induction of apoptosis///peptidase activity///proteolysis///regulation of apoptosis

		3		Nrl		12653		0.715		0		0		0.8		0.755		3		0.757		Chgb		chromogranin B				extracellular space

		3		Nr2e3		12653		0.765		0		0		0		0.655		2		0.71		Chgb		chromogranin B				extracellular space

		3		Rho		12653		0		0		0		0.7		0.797		2		0.749		Chgb		chromogranin B				extracellular space

		3		Nrl		12725		0		0.905		0		0.7		0		2		0.802		Clcn3		chloride channel 3				chloride transport///integral to membrane///ion channel activity///ion transport///membrane///transport///voltage-gated chloride channel activity///voltage-gated ion channel activity

		3		Rho		12725		0		0		0.7		0.8		0		2		0.75		Clcn3		chloride channel 3				chloride transport///integral to membrane///ion channel activity///ion transport///membrane///transport///voltage-gated chloride channel activity///voltage-gated ion channel activity

		3		Crx		12725		0		0.905		0.821		0		0		2		0.863		Clcn3		chloride channel 3				chloride transport///integral to membrane///ion channel activity///ion transport///membrane///transport///voltage-gated chloride channel activity///voltage-gated ion channel activity

		3		Rho		12753		0		0		0.7		0.8		0.866		3		0.789		Clock		circadian locomoter output cycles kaput		Circadian rhythm		DNA binding///circadian rhythm///circadian rhythm///cytoplasm///nucleus///protein binding///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///rhythmic process///signal transducer activity///signal transduction///transcription///transcription factor activity///transcription factor activity///transcription factor binding///transcription regulator activity

		3		Crx		12753		0		0.786		0.821		0		0		2		0.803		Clock		circadian locomoter output cycles kaput		Circadian rhythm		DNA binding///circadian rhythm///circadian rhythm///cytoplasm///nucleus///protein binding///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///rhythmic process///signal transducer activity///signal transduction///transcription///transcription factor activity///transcription factor activity///transcription factor binding///transcription regulator activity

		3		Nrl		12753		0		0.762		0		0.7		0.818		3		0.76		Clock		circadian locomoter output cycles kaput		Circadian rhythm		DNA binding///circadian rhythm///circadian rhythm///cytoplasm///nucleus///protein binding///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///rhythmic process///signal transducer activity///signal transduction///transcription///transcription factor activity///transcription factor activity///transcription factor binding///transcription regulator activity

		3		Rho		12757		0		0		0.7		0		0.679		2		0.689		Clta		clathrin, light polypeptide (Lca)		Huntington's disease		calcium ion binding///clathrin vesicle coat///coated pit///intracellular protein transport

		3		Chx10		12757		0		0		0		0.9		0.888		2		0.894		Clta		clathrin, light polypeptide (Lca)		Huntington's disease		calcium ion binding///clathrin vesicle coat///coated pit///intracellular protein transport

		3		Crx		12757		0		0.69		0.821		0.9		0		3		0.804		Clta		clathrin, light polypeptide (Lca)		Huntington's disease		calcium ion binding///clathrin vesicle coat///coated pit///intracellular protein transport

		3		Crx		12759		0.832		0		0.821		0		0		2		0.826		Clu		clusterin				cell death///extracellular space

		3		Nrl		12759		0.818		0.81		0		0		0.936		3		0.855		Clu		clusterin				cell death///extracellular space

		3		Rho		12759		0.672		0		0.7		0.9		0.925		4		0.799		Clu		clusterin				cell death///extracellular space

		3		Rho		12788		0.825		0		1		1		0		3		0.942		Cnga1		cyclic nucleotide gated channel alpha 1				cGMP binding///integral to membrane///ion channel activity///ion transport///membrane///membrane fraction///nucleotide binding///photoreceptor outer segment///potassium channel activity///potassium ion transport///sensory perception///transport///visual perception///voltage-gated potassium channel activity

		3		Crx		12788		0.792		0.881		0.667		0		0		3		0.78		Cnga1		cyclic nucleotide gated channel alpha 1				cGMP binding///integral to membrane///ion channel activity///ion transport///membrane///membrane fraction///nucleotide binding///photoreceptor outer segment///potassium channel activity///potassium ion transport///sensory perception///transport///visual perception///voltage-gated potassium channel activity

		3		Nrl		12788		0.823		0.952		0.9		0		0		3		0.892		Cnga1		cyclic nucleotide gated channel alpha 1				cGMP binding///integral to membrane///ion channel activity///ion transport///membrane///membrane fraction///nucleotide binding///photoreceptor outer segment///potassium channel activity///potassium ion transport///sensory perception///transport///visual perception///voltage-gated potassium channel activity

		3		Nrl		12951		0.974		0.857		0		0		0		2		0.916		Crx		cone-rod homeobox containing gene				DNA binding///development///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor complex

		3		Crx		12951		1		1		1		1		0		4		1		Crx		cone-rod homeobox containing gene				DNA binding///development///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor complex

		3		Rho		12951		0.737		0		0.667		0		0		2		0.702		Crx		cone-rod homeobox containing gene				DNA binding///development///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor complex

		3		Crx		13194		0		0		0.821		1		0		2		0.91		Ddb1		damage specific DNA binding protein 1				nucleic acid binding///nucleus

		3		Rho		13194		0		0		0.7		0		0.834		2		0.767		Ddb1		damage specific DNA binding protein 1				nucleic acid binding///nucleus

		3		Nrl		13194		0		0.81		0		0		0.818		2		0.814		Ddb1		damage specific DNA binding protein 1				nucleic acid binding///nucleus

		3		Crx		13198		0.679		0		0.667		0		0		2		0.673		Ddit3		DNA-damage inducible transcript 3		MAPK signaling pathway		DNA binding///DNA binding///ER overload response///cell cycle///cell cycle arrest///mRNA transcription from RNA polymerase II promoter///nucleus///protein dimerization activity///regulation of apoptosis///regulation of cell redox homeostasis///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///unfolded protein response

		3		Nrl		13198		0.724		0.79		0.7		0		0		3		0.738		Ddit3		DNA-damage inducible transcript 3		MAPK signaling pathway		DNA binding///DNA binding///ER overload response///cell cycle///cell cycle arrest///mRNA transcription from RNA polymerase II promoter///nucleus///protein dimerization activity///regulation of apoptosis///regulation of cell redox homeostasis///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///unfolded protein response

		3		Nr2e3		13198		0.794		0		0.7		0		0		2		0.747		Ddit3		DNA-damage inducible transcript 3		MAPK signaling pathway		DNA binding///DNA binding///ER overload response///cell cycle///cell cycle arrest///mRNA transcription from RNA polymerase II promoter///nucleus///protein dimerization activity///regulation of apoptosis///regulation of cell redox homeostasis///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///unfolded protein response

		3		Nr2e3		13426		0		0		0.9		0		0.682		2		0.791		Dync1i1		dynein cytoplasmic 1 intermediate chain 1				cytoplasmic dynein complex///dynein complex///microtubule///microtubule motor activity///microtubule-based movement///motor activity///protein binding

		3		Nrl		13426		0		0.786		0.9		0.8		0.809		4		0.824		Dync1i1		dynein cytoplasmic 1 intermediate chain 1				cytoplasmic dynein complex///dynein complex///microtubule///microtubule motor activity///microtubule-based movement///motor activity///protein binding

		3		Rho		13426		0		0		0.8		0.7		0.834		3		0.778		Dync1i1		dynein cytoplasmic 1 intermediate chain 1				cytoplasmic dynein complex///dynein complex///microtubule///microtubule motor activity///microtubule-based movement///motor activity///protein binding

		3		Rho		13429		0.855		0		0.7		0.7		0.98		4		0.809		Dnm1		dynamin 1				GTP binding///GTPase activity///endocytosis///hydrolase activity///membrane coat///microtubule///motor activity///nucleotide binding///protein binding

		3		Nrl		13429		0.947		0.833		0		0.8		0.964		4		0.886		Dnm1		dynamin 1				GTP binding///GTPase activity///endocytosis///hydrolase activity///membrane coat///microtubule///motor activity///nucleotide binding///protein binding

		3		Crx		13429		0.909		0		0.821		0		0		2		0.865		Dnm1		dynamin 1				GTP binding///GTPase activity///endocytosis///hydrolase activity///membrane coat///microtubule///motor activity///nucleotide binding///protein binding

		3		Rb1		13681		0		0.862		0.9		0		0		2		0.881		Eif4a1		eukaryotic translation initiation factor 4A1				ATP binding///ATP-dependent helicase activity///DNA binding///RNA binding///helicase activity///hydrolase activity///nucleic acid binding///nucleotide binding///protein biosynthesis///translation initiation factor activity

		3		Crx		13681		0		0		0.718		0.8		0		2		0.759		Eif4a1		eukaryotic translation initiation factor 4A1				ATP binding///ATP-dependent helicase activity///DNA binding///RNA binding///helicase activity///hydrolase activity///nucleic acid binding///nucleotide binding///protein biosynthesis///translation initiation factor activity

		3		Chx10		13681		0.693		0		0		0.8		0		2		0.747		Eif4a1		eukaryotic translation initiation factor 4A1				ATP binding///ATP-dependent helicase activity///DNA binding///RNA binding///helicase activity///hydrolase activity///nucleic acid binding///nucleotide binding///protein biosynthesis///translation initiation factor activity

		3		Nrl		13822		0.842		0.833		0.8		1		0		4		0.869		Epb4.1l2		erythrocyte protein band 4.1-like 2		Tight junction		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///binding///cortical actin cytoskeleton organization and biogenesis///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///regulation of cell shape///spectrin binding///structural molecule activity

		3		Nr2e3		13822		0.735		0		0.8		0		0		2		0.768		Epb4.1l2		erythrocyte protein band 4.1-like 2		Tight junction		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///binding///cortical actin cytoskeleton organization and biogenesis///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///regulation of cell shape///spectrin binding///structural molecule activity

		3		Crx		13822		0.792		0		0.821		0		0		2		0.806		Epb4.1l2		erythrocyte protein band 4.1-like 2		Tight junction		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///binding///cortical actin cytoskeleton organization and biogenesis///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///regulation of cell shape///spectrin binding///structural molecule activity

		3		Rb1		13831		0		0.738		0.7		0		0		2		0.719		Epc1		enhancer of polycomb homolog 1 (Drosophila)				chromatin modification///nucleus///regulation of cell growth///regulation of transcription, DNA-dependent///transcription

		3		Crx		13831		0		0		0.872		0.8		0		2		0.836		Epc1		enhancer of polycomb homolog 1 (Drosophila)				chromatin modification///nucleus///regulation of cell growth///regulation of transcription, DNA-dependent///transcription

		3		Chx10		13831		0		0		0		0.8		0.87		2		0.835		Epc1		enhancer of polycomb homolog 1 (Drosophila)				chromatin modification///nucleus///regulation of cell growth///regulation of transcription, DNA-dependent///transcription

		3		Nrl		13850		0		0.905		0		0.7		0		2		0.802		Ephx2		epoxide hydrolase 2, cytoplasmic		Tetrachloroethene degradation///Metabolism of xenobiotics by cytochrome P450///Arachidonic acid metabolism		aromatic compound catabolism///aromatic compound metabolism///catalytic activity///epoxide hydrolase activity///extracellular space///hydrolase activity///magnesium ion binding///metabolism///metal ion binding///peroxisome///response to toxin///xenobiotic metabolism

		3		Crx		13850		0		0.714		0.821		0		0		2		0.768		Ephx2		epoxide hydrolase 2, cytoplasmic		Tetrachloroethene degradation///Metabolism of xenobiotics by cytochrome P450///Arachidonic acid metabolism		aromatic compound catabolism///aromatic compound metabolism///catalytic activity///epoxide hydrolase activity///extracellular space///hydrolase activity///magnesium ion binding///metabolism///metal ion binding///peroxisome///response to toxin///xenobiotic metabolism

		3		Rho		13850		0		0		0.7		0.8		0		2		0.75		Ephx2		epoxide hydrolase 2, cytoplasmic		Tetrachloroethene degradation///Metabolism of xenobiotics by cytochrome P450///Arachidonic acid metabolism		aromatic compound catabolism///aromatic compound metabolism///catalytic activity///epoxide hydrolase activity///extracellular space///hydrolase activity///magnesium ion binding///metabolism///metal ion binding///peroxisome///response to toxin///xenobiotic metabolism

		3		Nrl		13860		0		0.881		0.7		0.8		0		3		0.794		Eps8		epidermal growth factor receptor pathway substrate 8				carboxypeptidase A activity///proteolysis///receptor activity

		3		Crx		13860		0		0.69		0.667		0		0		2		0.679		Eps8		epidermal growth factor receptor pathway substrate 8				carboxypeptidase A activity///proteolysis///receptor activity

		3		Rho		13860		0		0		0.9		0.7		0		2		0.8		Eps8		epidermal growth factor receptor pathway substrate 8				carboxypeptidase A activity///proteolysis///receptor activity

		3		Crx		14456		0.895		0.81		0.667		0		0		3		0.791		Gas6		growth arrest specific 6				calcium ion binding///extracellular region///extracellular space///metal ion binding///regulation of cell growth

		3		Nrl		14456		0.915		0.905		0.7		0.8		0		4		0.83		Gas6		growth arrest specific 6				calcium ion binding///extracellular region///extracellular space///metal ion binding///regulation of cell growth

		3		Rho		14456		0.742		0		0.9		0.7		0		3		0.781		Gas6		growth arrest specific 6				calcium ion binding///extracellular region///extracellular space///metal ion binding///regulation of cell growth

		3		Rho		14470		0		0		0.9		1		0.761		3		0.887		Rabac1		Rab acceptor 1 (prenylated)				Golgi apparatus///Golgi stack///integral to membrane///integral to membrane///membrane///protein binding

		3		Nrl		14470		0.694		0.976		0.7		0		0.773		4		0.786		Rabac1		Rab acceptor 1 (prenylated)				Golgi apparatus///Golgi stack///integral to membrane///integral to membrane///membrane///protein binding

		3		Crx		14470		0.713		0.905		0.667		0		0		3		0.762		Rabac1		Rab acceptor 1 (prenylated)				Golgi apparatus///Golgi stack///integral to membrane///integral to membrane///membrane///protein binding

		3		Rho		14651		0		0		0		0.7		0.907		2		0.803		Hagh		hydroxyacyl glutathione hydrolase		Pyruvate metabolism		hydrolase activity///hydroxyacylglutathione hydrolase activity///metal ion binding///zinc ion binding

		3		Nrl		14651		0		0.881		0		0.8		0.864		3		0.848		Hagh		hydroxyacyl glutathione hydrolase		Pyruvate metabolism		hydrolase activity///hydroxyacylglutathione hydrolase activity///metal ion binding///zinc ion binding

		3		Crx		14651		0		0.881		0.821		0		0		2		0.851		Hagh		hydroxyacyl glutathione hydrolase		Pyruvate metabolism		hydrolase activity///hydroxyacylglutathione hydrolase activity///metal ion binding///zinc ion binding

		3		Nrl		14685		0		0.898		0.7		0		0		2		0.799		Gnat1		guanine nucleotide binding protein, alpha transducing 1				G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to cGMP nucleotide second messenger///GTP binding///GTPase activity///GTPase activity///cell proliferation///guanyl nucleotide binding///heterotrimeric G-protein complex///heterotrimeric G-protein complex///membrane fraction///nucleotide binding///phototransduction///sensory perception///signal transducer activity///signal transduction///visual perception

		3		Rho		14685		0.712		0		0.9		0.9		0		3		0.837		Gnat1		guanine nucleotide binding protein, alpha transducing 1				G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to cGMP nucleotide second messenger///GTP binding///GTPase activity///GTPase activity///cell proliferation///guanyl nucleotide binding///heterotrimeric G-protein complex///heterotrimeric G-protein complex///membrane fraction///nucleotide binding///phototransduction///sensory perception///signal transducer activity///signal transduction///visual perception

		3		Crx		14685		0		0.802		0.667		0		0		2		0.735		Gnat1		guanine nucleotide binding protein, alpha transducing 1				G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to cGMP nucleotide second messenger///GTP binding///GTPase activity///GTPase activity///cell proliferation///guanyl nucleotide binding///heterotrimeric G-protein complex///heterotrimeric G-protein complex///membrane fraction///nucleotide binding///phototransduction///sensory perception///signal transducer activity///signal transduction///visual perception

		3		Crx		14688		0.769		0.81		0.667		0		0		3		0.749		Gnb1		guanine nucleotide binding protein, beta 1				G-protein coupled receptor protein signaling pathway///G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to IP3 second messenger (phospholipase C activating)///GTPase activity///GTPase activity///Ras protein signal transduction///acetylcholine receptor signaling, muscarinic pathway///cell proliferation///heterotrimeric G-protein complex///heterotrimeric G-protein complex///phototransduction, visible light///sensory perception of taste///signal transducer activity///signal transduction

		3		Rho		14688		0.788		0		1		1		0		3		0.929		Gnb1		guanine nucleotide binding protein, beta 1				G-protein coupled receptor protein signaling pathway///G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to IP3 second messenger (phospholipase C activating)///GTPase activity///GTPase activity///Ras protein signal transduction///acetylcholine receptor signaling, muscarinic pathway///cell proliferation///heterotrimeric G-protein complex///heterotrimeric G-protein complex///phototransduction, visible light///sensory perception of taste///signal transducer activity///signal transduction

		3		Nrl		14688		0.832		0.905		0.9		0		0		3		0.879		Gnb1		guanine nucleotide binding protein, beta 1				G-protein coupled receptor protein signaling pathway///G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to IP3 second messenger (phospholipase C activating)///GTPase activity///GTPase activity///Ras protein signal transduction///acetylcholine receptor signaling, muscarinic pathway///cell proliferation///heterotrimeric G-protein complex///heterotrimeric G-protein complex///phototransduction, visible light///sensory perception of taste///signal transducer activity///signal transduction

		3		Rho		14697		0		0		0.9		0.7		0.9		3		0.833		Gnb5		guanine nucleotide binding protein, beta 5				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///signal transducer activity///signal transduction///small GTPase regulator activity

		3		Crx		14697		0		0.69		0.667		0		0		2		0.679		Gnb5		guanine nucleotide binding protein, beta 5				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///signal transducer activity///signal transduction///small GTPase regulator activity

		3		Nrl		14697		0		0.881		0.7		0.8		0.834		4		0.804		Gnb5		guanine nucleotide binding protein, beta 5				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///signal transducer activity///signal transduction///small GTPase regulator activity

		3		Crx		14751		0.756		0		0.821		0		0		2		0.788		Gpi1		glucose phosphate isomerase 1		Starch and sucrose metabolism///Glycolysis / Gluconeogenesis///Pentose phosphate pathway		cytokine activity///extracellular space///gluconeogenesis///glucose-6-phosphate isomerase activity///glycolysis///growth factor activity///isomerase activity

		3		Nrl		14751		0.781		0.786		0		0.7		0.864		4		0.783		Gpi1		glucose phosphate isomerase 1		Starch and sucrose metabolism///Glycolysis / Gluconeogenesis///Pentose phosphate pathway		cytokine activity///extracellular space///gluconeogenesis///glucose-6-phosphate isomerase activity///glycolysis///growth factor activity///isomerase activity

		3		Rho		14751		0		0		0.7		0.8		0.861		3		0.787		Gpi1		glucose phosphate isomerase 1		Starch and sucrose metabolism///Glycolysis / Gluconeogenesis///Pentose phosphate pathway		cytokine activity///extracellular space///gluconeogenesis///glucose-6-phosphate isomerase activity///glycolysis///growth factor activity///isomerase activity

		3		Crx		14779		0.671		0.857		0.821		0		0		3		0.783		Gpx4		glutathione peroxidase 4		Glutathione metabolism///Arachidonic acid metabolism		cytosol///development///establishment and/or maintenance of chromatin architecture///glutathione peroxidase activity///glutathione peroxidase activity///mitochondrial inner membrane///mitochondrion///nuclear envelope///nucleus///oxidoreductase activity///peroxidase activity///phospholipid-hydroperoxide glutathione peroxidase activity///response to oxidative stress///selenium binding///spermatogenesis

		3		Rho		14779		0.796		0		0.7		0		0.888		3		0.795		Gpx4		glutathione peroxidase 4		Glutathione metabolism///Arachidonic acid metabolism		cytosol///development///establishment and/or maintenance of chromatin architecture///glutathione peroxidase activity///glutathione peroxidase activity///mitochondrial inner membrane///mitochondrion///nuclear envelope///nucleus///oxidoreductase activity///peroxidase activity///phospholipid-hydroperoxide glutathione peroxidase activity///response to oxidative stress///selenium binding///spermatogenesis

		3		Nrl		14779		0.74		0.857		0		0		0.909		3		0.835		Gpx4		glutathione peroxidase 4		Glutathione metabolism///Arachidonic acid metabolism		cytosol///development///establishment and/or maintenance of chromatin architecture///glutathione peroxidase activity///glutathione peroxidase activity///mitochondrial inner membrane///mitochondrion///nuclear envelope///nucleus///oxidoreductase activity///peroxidase activity///phospholipid-hydroperoxide glutathione peroxidase activity///response to oxidative stress///selenium binding///spermatogenesis

		3		Rho		14884		0		0		0.9		0		0.938		2		0.919		Gtf2h1		general transcription factor II H, polypeptide 1		Basal transcription factors		DNA repair///nucleus///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription///transcription factor activity

		3		Nrl		14884		0		0		0.7		0		0.873		2		0.786		Gtf2h1		general transcription factor II H, polypeptide 1		Basal transcription factors		DNA repair///nucleus///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription///transcription factor activity

		3		Rb1		14884		0		0		0		0.9		0.827		2		0.864		Gtf2h1		general transcription factor II H, polypeptide 1		Basal transcription factors		DNA repair///nucleus///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription///transcription factor activity

		3		Rb1		14894		0		0		0		0.7		0.836		2		0.768		Gtl3		gene trap locus 3

		3		Nrl		14894		0		0.69		0		0		0.682		2		0.686		Gtl3		gene trap locus 3

		3		Crx		14894		0		0.786		0.872		0		0		2		0.829		Gtl3		gene trap locus 3

		3		Rho		14923		0		0		0.9		0.9		0		2		0.9		Guk1		guanylate kinase 1		Purine metabolism		ATP binding///guanylate kinase activity///intracellular///kinase activity///nucleotide binding///transferase activity///transport

		3		Nrl		14923		0		0.833		0.7		0		0		2		0.767		Guk1		guanylate kinase 1		Purine metabolism		ATP binding///guanylate kinase activity///intracellular///kinase activity///nucleotide binding///transferase activity///transport

		3		Crx		14923		0		0.905		0.667		0		0		2		0.786		Guk1		guanylate kinase 1		Purine metabolism		ATP binding///guanylate kinase activity///intracellular///kinase activity///nucleotide binding///transferase activity///transport

		3		Nrl		15165		0		0.881		0.8		0.7		0.682		4		0.766		Hcn1		hyperpolarization-activated, cyclic nucleotide-gated K+ 1				cAMP binding///cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///nucleotide binding///potassium channel activity///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity

		3		Crx		15165		0		0.69		0.821		0		0		2		0.756		Hcn1		hyperpolarization-activated, cyclic nucleotide-gated K+ 1				cAMP binding///cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///nucleotide binding///potassium channel activity///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity

		3		Rho		15165		0		0		0.9		0.8		0.692		3		0.797		Hcn1		hyperpolarization-activated, cyclic nucleotide-gated K+ 1				cAMP binding///cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///nucleotide binding///potassium channel activity///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity

		3		Rho		15184		0.72		0		0		0.9		0.952		3		0.857		Hdac5		histone deacetylase 5				chromatin modification///cytoplasm///heart development///histone deacetylase activity///hydrolase activity///negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///transcription corepressor activity///transcriptional repressor activity

		3		Nrl		15184		0.713		0		0		0		0.982		2		0.847		Hdac5		histone deacetylase 5				chromatin modification///cytoplasm///heart development///histone deacetylase activity///hydrolase activity///negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///transcription corepressor activity///transcriptional repressor activity

		3		Crx		15184		0.713		0		0.975		0		0		2		0.844		Hdac5		histone deacetylase 5				chromatin modification///cytoplasm///heart development///histone deacetylase activity///hydrolase activity///negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///transcription corepressor activity///transcriptional repressor activity

		3		Rho		15511		0		0		0.9		0.9		0		2		0.9		Hspa1b		heat shock protein 1B				ATP binding///DNA repair///anti-apoptosis///negative regulation of caspase activity///nucleotide binding///protein binding///protein folding///response to heat///response to unfolded protein///telomere maintenance///unfolded protein binding

		3		Crx		15511		0		0.667		0.667		0		0		2		0.667		Hspa1b		heat shock protein 1B				ATP binding///DNA repair///anti-apoptosis///negative regulation of caspase activity///nucleotide binding///protein binding///protein folding///response to heat///response to unfolded protein///telomere maintenance///unfolded protein binding

		3		Nrl		15511		0		0.857		0.7		0		0		2		0.779		Hspa1b		heat shock protein 1B				ATP binding///DNA repair///anti-apoptosis///negative regulation of caspase activity///nucleotide binding///protein binding///protein folding///response to heat///response to unfolded protein///telomere maintenance///unfolded protein binding

		3		Chx10		15526		0		0		0		0.8		0.761		2		0.78		Hspa9a		heat shock protein 9A		MAPK signaling pathway///Antigen processing and presentation		ATP binding///cytoplasm///mitochondrion///nucleotide binding///protein binding///protein export from nucleus///protein folding///response to heat///response to unfolded protein///unfolded protein binding

		3		Rb1		15526		0		0		0.7		0		0.718		2		0.709		Hspa9a		heat shock protein 9A		MAPK signaling pathway///Antigen processing and presentation		ATP binding///cytoplasm///mitochondrion///nucleotide binding///protein binding///protein export from nucleus///protein folding///response to heat///response to unfolded protein///unfolded protein binding

		3		Crx		15526		0		0		0.872		0.8		0		2		0.836		Hspa9a		heat shock protein 9A		MAPK signaling pathway///Antigen processing and presentation		ATP binding///cytoplasm///mitochondrion///nucleotide binding///protein binding///protein export from nucleus///protein folding///response to heat///response to unfolded protein///unfolded protein binding

		3		Crx		16432		0.825		0		0.718		0		0		2		0.772		Itm2b		integral membrane protein 2B				ATP binding///apoptosis///apoptosis///induction of apoptosis///integral to membrane///membrane///membrane fraction///protein binding

		3		Rho		16432		0		0		0		0.9		0.843		2		0.871		Itm2b		integral membrane protein 2B				ATP binding///apoptosis///apoptosis///induction of apoptosis///integral to membrane///membrane///membrane fraction///protein binding

		3		Nrl		16432		0.788		0.81		0		0		0.891		3		0.829		Itm2b		integral membrane protein 2B				ATP binding///apoptosis///apoptosis///induction of apoptosis///integral to membrane///membrane///membrane fraction///protein binding

		3		Crx		16498		0		0.714		0.667		0		0		2		0.691		Kcnab2		potassium voltage-gated channel, shaker-related subfamily, beta member 2				cytoplasm///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///oxidoreductase activity///potassium channel activity///potassium ion binding///potassium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity

		3		Rho		16498		0		0		1		0.7		0		2		0.85		Kcnab2		potassium voltage-gated channel, shaker-related subfamily, beta member 2				cytoplasm///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///oxidoreductase activity///potassium channel activity///potassium ion binding///potassium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity

		3		Nrl		16498		0		0.905		0.9		0.8		0		3		0.868		Kcnab2		potassium voltage-gated channel, shaker-related subfamily, beta member 2				cytoplasm///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///oxidoreductase activity///potassium channel activity///potassium ion binding///potassium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity

		3		Rho		16500		0		0		0.975		0.7		0.902		3		0.859		Kcnb1		potassium voltage gated channel, Shab-related subfamily, member 1				cation channel activity///cation transport///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///potassium channel activity///potassium ion binding///potassium ion transport///potassium ion transport///protein binding///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel complex

		3		Crx		16500		0		0.952		0.684		0		0		2		0.818		Kcnb1		potassium voltage gated channel, Shab-related subfamily, member 1				cation channel activity///cation transport///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///potassium channel activity///potassium ion binding///potassium ion transport///potassium ion transport///protein binding///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel complex

		3		Nrl		16500		0		0.881		0.821		0.8		0.836		4		0.835		Kcnb1		potassium voltage gated channel, Shab-related subfamily, member 1				cation channel activity///cation transport///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///potassium channel activity///potassium ion binding///potassium ion transport///potassium ion transport///protein binding///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel complex

		3		Rho		16709		0		0		0.821		0		0.802		2		0.811		Ktn1		kinectin 1				endoplasmic reticulum///integral to membrane///kinesin binding///microtubule-based movement

		3		Nr2e3		16709		0		0		0.667		0		0.773		2		0.72		Ktn1		kinectin 1				endoplasmic reticulum///integral to membrane///kinesin binding///microtubule-based movement

		3		Nrl		16709		0		0		0.667		0		0.718		2		0.693		Ktn1		kinectin 1				endoplasmic reticulum///integral to membrane///kinesin binding///microtubule-based movement

		3		Crx		16886		0		0.81		0.821		0		0		2		0.815		Limk2		LIM motif-containing protein kinase 2		Regulation of actin cytoskeleton///Axon guidance		ATP binding///kinase activity///metal ion binding///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///spermatogenesis///transferase activity///zinc ion binding

		3		Nrl		16886		0		0.81		0		0.9		0.764		3		0.824		Limk2		LIM motif-containing protein kinase 2		Regulation of actin cytoskeleton///Axon guidance		ATP binding///kinase activity///metal ion binding///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///spermatogenesis///transferase activity///zinc ion binding

		3		Rho		16886		0		0		0.7		0		0.82		2		0.76		Limk2		LIM motif-containing protein kinase 2		Regulation of actin cytoskeleton///Axon guidance		ATP binding///kinase activity///metal ion binding///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///spermatogenesis///transferase activity///zinc ion binding

		3		Nrl		16922		0		0.905		0.7		0.7		0		3		0.768		Phyh		phytanoyl-CoA hydroxylase				L-ascorbic acid binding///catalytic activity///fatty acid alpha-oxidation///iron ion binding///oxidoreductase activity///peroxisome///phytanoyl-CoA dioxygenase activity///protein binding

		3		Rho		16922		0		0		0.9		0.8		0		2		0.85		Phyh		phytanoyl-CoA hydroxylase				L-ascorbic acid binding///catalytic activity///fatty acid alpha-oxidation///iron ion binding///oxidoreductase activity///peroxisome///phytanoyl-CoA dioxygenase activity///protein binding

		3		Crx		16922		0		0.714		0.667		0		0		2		0.691		Phyh		phytanoyl-CoA hydroxylase				L-ascorbic acid binding///catalytic activity///fatty acid alpha-oxidation///iron ion binding///oxidoreductase activity///peroxisome///phytanoyl-CoA dioxygenase activity///protein binding

		3		Nr2e3		16924		0		0		0.8		0		0.8		2		0.8		Lnx1		ligand of numb-protein X 1		Tryptophan metabolism		PDZ domain binding///cytoplasm///extracellular space///intracellular signaling cascade///ligase activity///metal ion binding///protein binding///protein homooligomerization///protein ubiquitination during ubiquitin-dependent protein catabolism///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity///zinc ion binding

		3		Nrl		16924		0		0.905		0.8		0.8		0		3		0.835		Lnx1		ligand of numb-protein X 1		Tryptophan metabolism		PDZ domain binding///cytoplasm///extracellular space///intracellular signaling cascade///ligase activity///metal ion binding///protein binding///protein homooligomerization///protein ubiquitination during ubiquitin-dependent protein catabolism///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity///zinc ion binding

		3		Rho		16924		0		0		0.9		0.7		0.674		3		0.758		Lnx1		ligand of numb-protein X 1		Tryptophan metabolism		PDZ domain binding///cytoplasm///extracellular space///intracellular signaling cascade///ligase activity///metal ion binding///protein binding///protein homooligomerization///protein ubiquitination during ubiquitin-dependent protein catabolism///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity///zinc ion binding

		3		Nrl		17254		0		0.731		0		0.8		0		2		0.765		Slc3a2		solute carrier family 3 (activators of dibasic and neutral amino acid transport), member 2				alpha-amylase activity///carbohydrate metabolism///defense response///integral to membrane///membrane///plasma membrane///protein binding

		3		Crx		17254		0		0.671		0.975		0		0		2		0.823		Slc3a2		solute carrier family 3 (activators of dibasic and neutral amino acid transport), member 2				alpha-amylase activity///carbohydrate metabolism///defense response///integral to membrane///membrane///plasma membrane///protein binding

		3		Rho		17254		0		0		0.7		0.7		0		2		0.7		Slc3a2		solute carrier family 3 (activators of dibasic and neutral amino acid transport), member 2				alpha-amylase activity///carbohydrate metabolism///defense response///integral to membrane///membrane///plasma membrane///protein binding

		3		Rho		17920		0		0		0.9		0.7		0.888		3		0.829		Myo6		myosin VI				ATP binding///actin binding///actin filament binding///calmodulin binding///cytoskeleton organization and biogenesis///dendrite morphogenesis///endocytosis///motor activity///myosin///nucleotide binding///perinuclear region///protein binding///sensory perception of sound///synapse///synaptogenesis

		3		Nrl		17920		0		0.922		0.7		0.8		0.882		4		0.826		Myo6		myosin VI				ATP binding///actin binding///actin filament binding///calmodulin binding///cytoskeleton organization and biogenesis///dendrite morphogenesis///endocytosis///motor activity///myosin///nucleotide binding///perinuclear region///protein binding///sensory perception of sound///synapse///synaptogenesis

		3		Crx		17920		0		0.826		0.667		0		0		2		0.747		Myo6		myosin VI				ATP binding///actin binding///actin filament binding///calmodulin binding///cytoskeleton organization and biogenesis///dendrite morphogenesis///endocytosis///motor activity///myosin///nucleotide binding///perinuclear region///protein binding///sensory perception of sound///synapse///synaptogenesis

		3		Nrl		17957		0.735		0.81		0.7		0		0.918		4		0.791		Napb		N-ethylmaleimide sensitive fusion protein attachment protein beta				ER to Golgi vesicle-mediated transport///Golgi apparatus///binding///biological process unknown///cellular component unknown///endoplasmic reticulum///intracellular protein transport///intracellular transporter activity///protein transport///syntaxin binding///transport

		3		Rho		17957		0.71		0		0.9		0.9		0.97		4		0.87		Napb		N-ethylmaleimide sensitive fusion protein attachment protein beta				ER to Golgi vesicle-mediated transport///Golgi apparatus///binding///biological process unknown///cellular component unknown///endoplasmic reticulum///intracellular protein transport///intracellular transporter activity///protein transport///syntaxin binding///transport

		3		Crx		17957		0.761		0		0.667		0		0		2		0.714		Napb		N-ethylmaleimide sensitive fusion protein attachment protein beta				ER to Golgi vesicle-mediated transport///Golgi apparatus///binding///biological process unknown///cellular component unknown///endoplasmic reticulum///intracellular protein transport///intracellular transporter activity///protein transport///syntaxin binding///transport

		3		Nrl		18023		0		0		0		0.8		0.736		2		0.768		Nfe2l1		nuclear factor, erythroid derived 2,-like 1				DNA binding///extracellular space///nucleus///protein dimerization activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding

		3		Crx		18023		0		0.667		0.975		0		0		2		0.821		Nfe2l1		nuclear factor, erythroid derived 2,-like 1				DNA binding///extracellular space///nucleus///protein dimerization activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding

		3		Rho		18023		0		0		0		0.7		0.72		2		0.71		Nfe2l1		nuclear factor, erythroid derived 2,-like 1				DNA binding///extracellular space///nucleus///protein dimerization activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding

		3		Nrl		18029		0.901		0		0		0		0.827		2		0.864		Nfic		nuclear factor I/C				DNA binding///DNA replication///intracellular///nucleus///odontogenesis (sensu Vertebrata)///regulation of transcription, DNA-dependent///transcription///transcription factor activity

		3		Nr2e3		18029		0.927		0		0		0		0.673		2		0.8		Nfic		nuclear factor I/C				DNA binding///DNA replication///intracellular///nucleus///odontogenesis (sensu Vertebrata)///regulation of transcription, DNA-dependent///transcription///transcription factor activity

		3		Rho		18029		0.689		0		0		0		0.866		2		0.777		Nfic		nuclear factor I/C				DNA binding///DNA replication///intracellular///nucleus///odontogenesis (sensu Vertebrata)///regulation of transcription, DNA-dependent///transcription///transcription factor activity

		3		Rho		18195		0		0		0.9		0.7		0		2		0.8		Nsf		N-ethylmaleimide sensitive fusion protein				ATP binding///ATP-dependent peptidase activity///ATPase activity, coupled///Golgi stack///endoplasmic reticulum///hydrolase activity///magnesium ion binding///metal ion binding///nucleoside-triphosphatase activity///nucleotide binding///protein transport///proteolysis///serine-type endopeptidase activity///syntaxin binding///transport

		3		Nrl		18195		0		0.881		0.7		0.8		0		3		0.794		Nsf		N-ethylmaleimide sensitive fusion protein				ATP binding///ATP-dependent peptidase activity///ATPase activity, coupled///Golgi stack///endoplasmic reticulum///hydrolase activity///magnesium ion binding///metal ion binding///nucleoside-triphosphatase activity///nucleotide binding///protein transport///proteolysis///serine-type endopeptidase activity///syntaxin binding///transport

		3		Crx		18195		0		0.69		0.667		0		0		2		0.679		Nsf		N-ethylmaleimide sensitive fusion protein				ATP binding///ATP-dependent peptidase activity///ATPase activity, coupled///Golgi stack///endoplasmic reticulum///hydrolase activity///magnesium ion binding///metal ion binding///nucleoside-triphosphatase activity///nucleotide binding///protein transport///proteolysis///serine-type endopeptidase activity///syntaxin binding///transport

		3		Nrl		18242		0		0.857		0.7		0		0		2		0.779		Oat		ornithine aminotransferase		Arginine and proline metabolism///Urea cycle and metabolism of amino groups		mitochondrion///ornithine-oxo-acid transaminase activity///pyridoxal phosphate binding///transaminase activity///transferase activity

		3		Rho		18242		0		0		0.9		0.8		0		2		0.85		Oat		ornithine aminotransferase		Arginine and proline metabolism///Urea cycle and metabolism of amino groups		mitochondrion///ornithine-oxo-acid transaminase activity///pyridoxal phosphate binding///transaminase activity///transferase activity

		3		Crx		18242		0		0.833		0.667		0		0		2		0.75		Oat		ornithine aminotransferase		Arginine and proline metabolism///Urea cycle and metabolism of amino groups		mitochondrion///ornithine-oxo-acid transaminase activity///pyridoxal phosphate binding///transaminase activity///transferase activity

		3		Neurod1		18412		0.86		0		0.8		0		0		2		0.83		Sqstm1		sequestosome 1				apoptosis///cell differentiation///immune response///metal ion binding///transcription cofactor activity///zinc ion binding

		3		Nrl		18412		0		0		0		0.8		0.909		2		0.855		Sqstm1		sequestosome 1				apoptosis///cell differentiation///immune response///metal ion binding///transcription cofactor activity///zinc ion binding

		3		Rho		18412		0		0		0		0.7		0.879		2		0.79		Sqstm1		sequestosome 1				apoptosis///cell differentiation///immune response///metal ion binding///transcription cofactor activity///zinc ion binding

		3		Rho		18415		0		0		0.7		0.9		0.852		3		0.817		Hspa4l		heat shock protein 4 like				ATP binding///nucleotide binding///protein folding///response to unfolded protein///unfolded protein binding

		3		Nrl		18415		0		0.881		0		0		0.864		2		0.872		Hspa4l		heat shock protein 4 like				ATP binding///nucleotide binding///protein folding///response to unfolded protein///unfolded protein binding

		3		Crx		18415		0		0.69		0.821		0		0		2		0.756		Hspa4l		heat shock protein 4 like				ATP binding///nucleotide binding///protein folding///response to unfolded protein///unfolded protein binding

		3		Rho		18519		0		0		1		0		0.843		2		0.921		Pcaf		p300/CBP-associated factor		Notch signaling pathway		N-acetyltransferase activity///histone acetyltransferase activity///histone acetyltransferase complex///kinetochore///protein amino acid acetylation///protein binding///regulation of transcription, DNA-dependent///transferase activity

		3		Nr2e3		18519		0		0		0.9		0		0.882		2		0.891		Pcaf		p300/CBP-associated factor		Notch signaling pathway		N-acetyltransferase activity///histone acetyltransferase activity///histone acetyltransferase complex///kinetochore///protein amino acid acetylation///protein binding///regulation of transcription, DNA-dependent///transferase activity

		3		Nrl		18519		0		0		0.9		0		0.818		2		0.859		Pcaf		p300/CBP-associated factor		Notch signaling pathway		N-acetyltransferase activity///histone acetyltransferase activity///histone acetyltransferase complex///kinetochore///protein amino acid acetylation///protein binding///regulation of transcription, DNA-dependent///transferase activity

		3		Rho		18545		0.712		0		0.7		0.9		0.897		4		0.802		Pcp2		Purkinje cell protein 2 (L7)				GTPase activator activity///guanyl-nucleotide exchange factor activity///signal transduction

		3		Crx		18545		0		0.786		0.821		0		0		2		0.803		Pcp2		Purkinje cell protein 2 (L7)				GTPase activator activity///guanyl-nucleotide exchange factor activity///signal transduction

		3		Nrl		18545		0		0.881		0		0		0.909		2		0.895		Pcp2		Purkinje cell protein 2 (L7)				GTPase activator activity///guanyl-nucleotide exchange factor activity///signal transduction

		3		Nrl		18587		0.902		0.81		1		0		0.945		4		0.914		Pde6b		phosphodiesterase 6B, cGMP, rod receptor, beta polypeptide		Purine metabolism		3',5'-cyclic-GMP phosphodiesterase activity///3',5'-cyclic-nucleotide phosphodiesterase activity///catalytic activity///detection of light stimulus///hydrolase activity///membrane///receptor activity///sensory perception///signal transduction///visual perception

		3		Nr2e3		18587		0.697		0		1		0		0		2		0.849		Pde6b		phosphodiesterase 6B, cGMP, rod receptor, beta polypeptide		Purine metabolism		3',5'-cyclic-GMP phosphodiesterase activity///3',5'-cyclic-nucleotide phosphodiesterase activity///catalytic activity///detection of light stimulus///hydrolase activity///membrane///receptor activity///sensory perception///signal transduction///visual perception

		3		Rho		18587		0.901		0		0.9		1		0.897		4		0.925		Pde6b		phosphodiesterase 6B, cGMP, rod receptor, beta polypeptide		Purine metabolism		3',5'-cyclic-GMP phosphodiesterase activity///3',5'-cyclic-nucleotide phosphodiesterase activity///catalytic activity///detection of light stimulus///hydrolase activity///membrane///receptor activity///sensory perception///signal transduction///visual perception

		3		Nrl		18640		0		0.881		0.7		0		0		2		0.79		Pfkfb2		6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2		Fructose and mannose metabolism		6-phosphofructo-2-kinase activity///ATP binding///catalytic activity///fructose 2,6-bisphosphate metabolism///fructose-2,6-bisphosphate 2-phosphatase activity///hydrolase activity///kinase activity///metabolism///nucleotide binding///transferase activity

		3		Crx		18640		0		0.667		0.667		0		0		2		0.667		Pfkfb2		6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2		Fructose and mannose metabolism		6-phosphofructo-2-kinase activity///ATP binding///catalytic activity///fructose 2,6-bisphosphate metabolism///fructose-2,6-bisphosphate 2-phosphatase activity///hydrolase activity///kinase activity///metabolism///nucleotide binding///transferase activity

		3		Rho		18640		0		0		0.9		0.9		0		2		0.9		Pfkfb2		6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2		Fructose and mannose metabolism		6-phosphofructo-2-kinase activity///ATP binding///catalytic activity///fructose 2,6-bisphosphate metabolism///fructose-2,6-bisphosphate 2-phosphatase activity///hydrolase activity///kinase activity///metabolism///nucleotide binding///transferase activity

		3		Crx		18739		0.846		0.833		0.821		0		0		3		0.833		Pitpnm1		phosphatidylinositol membrane-associated 1				intracellular///phospholipid binding///transport

		3		Nrl		18739		0.878		0.905		0		0		0.891		3		0.891		Pitpnm1		phosphatidylinositol membrane-associated 1				intracellular///phospholipid binding///transport

		3		Rho		18739		0.805		0		0.7		0		0.852		3		0.786		Pitpnm1		phosphatidylinositol membrane-associated 1				intracellular///phospholipid binding///transport

		3		Nrl		18779		0		0.881		0.9		0		0		2		0.89		Pla2g1br		phospholipase A2, group IB, pancreas, receptor				extracellular space///integral to membrane///receptor activity///sugar binding

		3		Rho		18779		0		0		1		0.9		0		2		0.95		Pla2g1br		phospholipase A2, group IB, pancreas, receptor				extracellular space///integral to membrane///receptor activity///sugar binding

		3		Crx		18779		0		0.69		0.667		0		0		2		0.679		Pla2g1br		phospholipase A2, group IB, pancreas, receptor				extracellular space///integral to membrane///receptor activity///sugar binding

		3		Nrl		18784		0		0.952		0.7		0		0		2		0.826		Pla2g5		phospholipase A2, group V		MAPK signaling pathway///Long-term depression///Linoleic acid metabolism///Glycerophospholipid metabolism///Arachidonic acid metabolism		calcium ion binding///extracellular space///hydrolase activity///lipid catabolism///metal ion binding///phospholipase A2 activity

		3		Crx		18784		0		0.881		0.667		0		0		2		0.774		Pla2g5		phospholipase A2, group V		MAPK signaling pathway///Long-term depression///Linoleic acid metabolism///Glycerophospholipid metabolism///Arachidonic acid metabolism		calcium ion binding///extracellular space///hydrolase activity///lipid catabolism///metal ion binding///phospholipase A2 activity

		3		Rho		18784		0		0		0.9		0.9		0		2		0.9		Pla2g5		phospholipase A2, group V		MAPK signaling pathway///Long-term depression///Linoleic acid metabolism///Glycerophospholipid metabolism///Arachidonic acid metabolism		calcium ion binding///extracellular space///hydrolase activity///lipid catabolism///metal ion binding///phospholipase A2 activity

		3		Crx		18952		0		0.881		0.821		0		0		2		0.851		Sept4		septin 4				GTP binding///cell cycle///cell division///flagellum (sensu Eukaryota)///nucleotide binding///sperm capacitation///sperm mitochondrion organization and biogenesis///spermatid development

		3		Nrl		18952		0		0.952		0		0.8		0.664		3		0.805		Sept4		septin 4				GTP binding///cell cycle///cell division///flagellum (sensu Eukaryota)///nucleotide binding///sperm capacitation///sperm mitochondrion organization and biogenesis///spermatid development

		3		Rho		18952		0		0		0		0.7		0.679		2		0.689		Sept4		septin 4				GTP binding///cell cycle///cell division///flagellum (sensu Eukaryota)///nucleotide binding///sperm capacitation///sperm mitochondrion organization and biogenesis///spermatid development

		3		Rho		18970		0.679		0		0.7		0		0.911		3		0.763		Polb		polymerase (DNA directed), beta		DNA polymerase		DNA binding///DNA repair///DNA replication///DNA-directed DNA polymerase activity///anti-apoptosis///base-excision repair///base-excision repair, gap-filling///base-excision repair, gap-filling///beta DNA polymerase activity///beta DNA polymerase activity///cell death///cytoplasm///deoxycytidyl transferase activity///intracellular///lyase activity///magnesium ion binding///metal ion binding///microtubule///microtubule binding///nucleotidyltransferase activity///nucleus///response to DNA damage stimulus///sequence-specific DNA binding///sodium ion binding///spindle microtubule///synaptonemal complex///transferase activity

		3		Nrl		18970		0.806		0		0		0		0.9		2		0.853		Polb		polymerase (DNA directed), beta		DNA polymerase		DNA binding///DNA repair///DNA replication///DNA-directed DNA polymerase activity///anti-apoptosis///base-excision repair///base-excision repair, gap-filling///base-excision repair, gap-filling///beta DNA polymerase activity///beta DNA polymerase activity///cell death///cytoplasm///deoxycytidyl transferase activity///intracellular///lyase activity///magnesium ion binding///metal ion binding///microtubule///microtubule binding///nucleotidyltransferase activity///nucleus///response to DNA damage stimulus///sequence-specific DNA binding///sodium ion binding///spindle microtubule///synaptonemal complex///transferase activity

		3		Crx		18970		0.85		0		0.821		0.9		0		3		0.857		Polb		polymerase (DNA directed), beta		DNA polymerase		DNA binding///DNA repair///DNA replication///DNA-directed DNA polymerase activity///anti-apoptosis///base-excision repair///base-excision repair, gap-filling///base-excision repair, gap-filling///beta DNA polymerase activity///beta DNA polymerase activity///cell death///cytoplasm///deoxycytidyl transferase activity///intracellular///lyase activity///magnesium ion binding///metal ion binding///microtubule///microtubule binding///nucleotidyltransferase activity///nucleus///response to DNA damage stimulus///sequence-specific DNA binding///sodium ion binding///spindle microtubule///synaptonemal complex///transferase activity

		3		Crx		18986		0		0.81		0.821		0		0		2		0.815		Pou2f1		POU domain, class 2, transcription factor 1				DNA binding///negative regulation of transcription///nucleus///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription regulator activity

		3		Nrl		18986		0		0.857		0		0.7		0		2		0.779		Pou2f1		POU domain, class 2, transcription factor 1				DNA binding///negative regulation of transcription///nucleus///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription regulator activity

		3		Rho		18986		0		0		0.7		0.8		0		2		0.75		Pou2f1		POU domain, class 2, transcription factor 1				DNA binding///negative regulation of transcription///nucleus///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription regulator activity

		3		Crx		19023		0.914		0.762		0.975		0		0		3		0.883		Ppef2		protein phosphatase, EF hand calcium-binding domain 2				calcium ion binding///detection of stimulus during sensory perception///hydrolase activity///iron ion binding///manganese ion binding///metal ion binding///phosphoprotein phosphatase activity///protein serine/threonine phosphatase activity///sensory perception///visual perception

		3		Rho		19023		0.755		0		0.7		0		0		2		0.728		Ppef2		protein phosphatase, EF hand calcium-binding domain 2				calcium ion binding///detection of stimulus during sensory perception///hydrolase activity///iron ion binding///manganese ion binding///metal ion binding///phosphoprotein phosphatase activity///protein serine/threonine phosphatase activity///sensory perception///visual perception

		3		Nrl		19023		0.914		0.81		0		0		0		2		0.862		Ppef2		protein phosphatase, EF hand calcium-binding domain 2				calcium ion binding///detection of stimulus during sensory perception///hydrolase activity///iron ion binding///manganese ion binding///metal ion binding///phosphoprotein phosphatase activity///protein serine/threonine phosphatase activity///sensory perception///visual perception

		3		Nrl		19084		0.674		0.69		0		0.8		0.864		4		0.757		Prkar1a		protein kinase, cAMP dependent regulatory, type I, alpha		Insulin signaling pathway///Apoptosis		cAMP binding///cAMP-dependent protein kinase complex///cAMP-dependent protein kinase regulator activity///cAMP-dependent protein kinase regulator activity///cAMP-dependent protein kinase regulator activity///cell proliferation///cytoplasm///kinase activity///mesoderm formation///nucleotide binding///organ morphogenesis///protein amino acid phosphorylation///protein binding///signal transduction

		3		Crx		19084		0.674		0.857		0.975		0		0		3		0.835		Prkar1a		protein kinase, cAMP dependent regulatory, type I, alpha		Insulin signaling pathway///Apoptosis		cAMP binding///cAMP-dependent protein kinase complex///cAMP-dependent protein kinase regulator activity///cAMP-dependent protein kinase regulator activity///cAMP-dependent protein kinase regulator activity///cell proliferation///cytoplasm///kinase activity///mesoderm formation///nucleotide binding///organ morphogenesis///protein amino acid phosphorylation///protein binding///signal transduction

		3		Rho		19084		0		0		0		0.7		0.788		2		0.744		Prkar1a		protein kinase, cAMP dependent regulatory, type I, alpha		Insulin signaling pathway///Apoptosis		cAMP binding///cAMP-dependent protein kinase complex///cAMP-dependent protein kinase regulator activity///cAMP-dependent protein kinase regulator activity///cAMP-dependent protein kinase regulator activity///cell proliferation///cytoplasm///kinase activity///mesoderm formation///nucleotide binding///organ morphogenesis///protein amino acid phosphorylation///protein binding///signal transduction

		3		Nrl		19122		0.818		0.81		0		0.7		0.918		4		0.811		Prnp		prion protein		Prion disease///Neurodegenerative Disorders		Golgi apparatus///copper ion binding///copper ion homeostasis///endoplasmic reticulum///lipid raft///lipid raft///membrane///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///plasma membrane///response to oxidative stress

		3		Rho		19122		0		0		0.7		0.8		0.852		3		0.784		Prnp		prion protein		Prion disease///Neurodegenerative Disorders		Golgi apparatus///copper ion binding///copper ion homeostasis///endoplasmic reticulum///lipid raft///lipid raft///membrane///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///plasma membrane///response to oxidative stress

		3		Crx		19122		0.824		0		0.975		0		0		2		0.899		Prnp		prion protein		Prion disease///Neurodegenerative Disorders		Golgi apparatus///copper ion binding///copper ion homeostasis///endoplasmic reticulum///lipid raft///lipid raft///membrane///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///plasma membrane///response to oxidative stress

		3		Crx		19134		0		0		0.718		0.8		0		2		0.759		Prpf4b		PRP4 pre-mRNA processing factor 4 homolog B (yeast)				ATP binding///autophagy///chromosome///kinase activity///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein transport///protein-tyrosine kinase activity///transferase activity///transport

		3		Chx10		19134		0		0.667		0		0.8		0		2		0.733		Prpf4b		PRP4 pre-mRNA processing factor 4 homolog B (yeast)				ATP binding///autophagy///chromosome///kinase activity///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein transport///protein-tyrosine kinase activity///transferase activity///transport

		3		Rb1		19134		0		0.857		0.9		0		0		2		0.879		Prpf4b		PRP4 pre-mRNA processing factor 4 homolog B (yeast)				ATP binding///autophagy///chromosome///kinase activity///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein transport///protein-tyrosine kinase activity///transferase activity///transport

		3		Chx10		19266		0.689		0		0.8		0		0.715		3		0.735		Ptprd		protein tyrosine phosphatase, receptor type, D				hydrolase activity///integral to membrane///membrane///phosphoprotein phosphatase activity///plasma membrane///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///receptor activity///transmembrane receptor protein tyrosine phosphatase signaling pathway

		3		Rho		19266		0		0		0		0.8		0.87		2		0.835		Ptprd		protein tyrosine phosphatase, receptor type, D				hydrolase activity///integral to membrane///membrane///phosphoprotein phosphatase activity///plasma membrane///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///receptor activity///transmembrane receptor protein tyrosine phosphatase signaling pathway

		3		Nrl		19266		0		0		0		0.7		0.9		2		0.8		Ptprd		protein tyrosine phosphatase, receptor type, D				hydrolase activity///integral to membrane///membrane///phosphoprotein phosphatase activity///plasma membrane///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///receptor activity///transmembrane receptor protein tyrosine phosphatase signaling pathway

		3		Rho		19339		0		0		0.872		0		0.961		2		0.917		Rab3a		RAB3A, member RAS oncogene family				GTP binding///GTPase activity///exocytosis///intracellular protein transport///membrane///nucleotide binding///protein binding///protein transport///protein transporter activity///regulation of exocytosis///small GTPase mediated signal transduction///synaptic vesicle///transport

		3		Nrl		19339		0		0		0.667		0		0.918		2		0.793		Rab3a		RAB3A, member RAS oncogene family				GTP binding///GTPase activity///exocytosis///intracellular protein transport///membrane///nucleotide binding///protein binding///protein transport///protein transporter activity///regulation of exocytosis///small GTPase mediated signal transduction///synaptic vesicle///transport

		3		Nr2e3		19339		0		0		0.667		0		0.727		2		0.697		Rab3a		RAB3A, member RAS oncogene family				GTP binding///GTPase activity///exocytosis///intracellular protein transport///membrane///nucleotide binding///protein binding///protein transport///protein transporter activity///regulation of exocytosis///small GTPase mediated signal transduction///synaptic vesicle///transport

		3		Crx		19661		0.905		0		0.667		0		0		2		0.786		Rbp3		retinol binding protein 3, interstitial				extracellular matrix (sensu Metazoa)///extracellular space///fatty acid binding///lipid metabolism///peptidase activity///proteolysis///retinal binding///retinoid binding///serine-type peptidase activity///transport///visual perception

		3		Rho		19661		0.841		0		0.9		0		0		2		0.871		Rbp3		retinol binding protein 3, interstitial				extracellular matrix (sensu Metazoa)///extracellular space///fatty acid binding///lipid metabolism///peptidase activity///proteolysis///retinal binding///retinoid binding///serine-type peptidase activity///transport///visual perception

		3		Nrl		19661		0.956		0		0.7		0		0		2		0.828		Rbp3		retinol binding protein 3, interstitial				extracellular matrix (sensu Metazoa)///extracellular space///fatty acid binding///lipid metabolism///peptidase activity///proteolysis///retinal binding///retinoid binding///serine-type peptidase activity///transport///visual perception

		3		Rho		19771		0		0		0.8		0.9		0.82		3		0.84		Rlbp1		retinaldehyde binding protein 1				11-cis retinal binding///intracellular///retinol binding///sensory perception///transport///transporter activity///visual perception

		3		Nrl		19771		0		0.881		0.9		0		0.818		3		0.866		Rlbp1		retinaldehyde binding protein 1				11-cis retinal binding///intracellular///retinol binding///sensory perception///transport///transporter activity///visual perception

		3		Nr2e3		19771		0		0		0.9		0		0.673		2		0.786		Rlbp1		retinaldehyde binding protein 1				11-cis retinal binding///intracellular///retinol binding///sensory perception///transport///transporter activity///visual perception

		3		Rho		19888		0.764		0		0.9		0		0		2		0.832		Rp1h		retinitis pigmentosa 1 homolog (human)				cilium///intracellular signaling cascade///receptor activity///sensory perception///soluble fraction///visual perception

		3		Nr2e3		19888		0.783		0		1		0		0		2		0.892		Rp1h		retinitis pigmentosa 1 homolog (human)				cilium///intracellular signaling cascade///receptor activity///sensory perception///soluble fraction///visual perception

		3		Nrl		19888		0.95		0		1		0		0		2		0.975		Rp1h		retinitis pigmentosa 1 homolog (human)				cilium///intracellular signaling cascade///receptor activity///sensory perception///soluble fraction///visual perception

		3		Crx		20147		0.792		0.714		0.667		0		0		3		0.725		Rs1h		retinoschisis 1 homolog (human)				cell adhesion///extracellular space///protein binding

		3		Rho		20147		0.825		0		1		0.9		0.998		4		0.931		Rs1h		retinoschisis 1 homolog (human)				cell adhesion///extracellular space///protein binding

		3		Nrl		20147		0.823		0.714		0.9		0		0.955		4		0.848		Rs1h		retinoschisis 1 homolog (human)				cell adhesion///extracellular space///protein binding

		3		Nrl		20215		0.935		0.762		1		0		0.909		4		0.901		Sag		retinal S-antigen				calcium ion binding///sensory perception///signal transduction///visual perception

		3		Nr2e3		20215		0.724		0		1		0		0		2		0.862		Sag		retinal S-antigen				calcium ion binding///sensory perception///signal transduction///visual perception

		3		Rho		20215		0.818		0		0.9		0.9		0.97		4		0.897		Sag		retinal S-antigen				calcium ion binding///sensory perception///signal transduction///visual perception

		3		Nrl		20254		0.856		0.762		0.9		0		0		3		0.839		Scg2		secretogranin II				calcium ion binding///extracellular space

		3		Crx		20254		0.898		0		0.667		0		0		2		0.783		Scg2		secretogranin II				calcium ion binding///extracellular space

		3		Rho		20254		0		0		1		0.9		0		2		0.95		Scg2		secretogranin II				calcium ion binding///extracellular space

		3		Rho		20320		0		0		0.9		1		0		2		0.95		Sdfr1		stromal cell derived factor receptor 1				integral to membrane///membrane

		3		Nrl		20320		0.797		0.905		0.7		0		0		3		0.8		Sdfr1		stromal cell derived factor receptor 1				integral to membrane///membrane

		3		Crx		20320		0.784		0.81		0.667		0		0		3		0.753		Sdfr1		stromal cell derived factor receptor 1				integral to membrane///membrane

		3		Crx		20394		0		0.762		0.821		0		0		2		0.791		Sgne1		secretory granule neuroendocrine protein 1, 7B2 protein				extracellular space///neuropeptide signaling pathway///protein folding///secretory granule///transport///unfolded protein binding

		3		Nrl		20394		0.66		0.881		0		0		0		2		0.771		Sgne1		secretory granule neuroendocrine protein 1, 7B2 protein				extracellular space///neuropeptide signaling pathway///protein folding///secretory granule///transport///unfolded protein binding

		3		Rho		20394		0.862		0		0.7		0.9		0		3		0.821		Sgne1		secretory granule neuroendocrine protein 1, 7B2 protein				extracellular space///neuropeptide signaling pathway///protein folding///secretory granule///transport///unfolded protein binding

		3		Nrl		20402		0.717		0		0		1		0		2		0.858		Zfp106		zinc finger protein 106				SH3 domain binding///cytosol///electron transport///insulin receptor signaling pathway///membrane fraction///metal ion binding///nucleic acid binding///nucleus///opioid peptide activity///zinc ion binding

		3		Rho		20402		0.655		0		0.7		0		0		2		0.678		Zfp106		zinc finger protein 106				SH3 domain binding///cytosol///electron transport///insulin receptor signaling pathway///membrane fraction///metal ion binding///nucleic acid binding///nucleus///opioid peptide activity///zinc ion binding

		3		Crx		20402		0.761		0		0.821		0		0		2		0.791		Zfp106		zinc finger protein 106				SH3 domain binding///cytosol///electron transport///insulin receptor signaling pathway///membrane fraction///metal ion binding///nucleic acid binding///nucleus///opioid peptide activity///zinc ion binding

		3		Nrl		20446		0		0.952		0		0		0.882		2		0.917		St6galnac2		ST6 (alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1,3)-N-acetylgalactosaminide alpha-2,6-sialyltransferase 2				Golgi stack///extracellular space///integral to Golgi membrane///integral to membrane///membrane///protein amino acid glycosylation///sialyltransferase activity///transferase activity///transferase activity, transferring glycosyl groups

		3		Crx		20446		0		0.714		0.821		0		0		2		0.768		St6galnac2		ST6 (alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1,3)-N-acetylgalactosaminide alpha-2,6-sialyltransferase 2				Golgi stack///extracellular space///integral to Golgi membrane///integral to membrane///membrane///protein amino acid glycosylation///sialyltransferase activity///transferase activity///transferase activity, transferring glycosyl groups

		3		Rho		20446		0		0		0.7		0		0.879		2		0.79		St6galnac2		ST6 (alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1,3)-N-acetylgalactosaminide alpha-2,6-sialyltransferase 2				Golgi stack///extracellular space///integral to Golgi membrane///integral to membrane///membrane///protein amino acid glycosylation///sialyltransferase activity///transferase activity///transferase activity, transferring glycosyl groups

		3		Rho		20614		0		0		0		0.9		0.77		2		0.835		Snap25		synaptosomal-associated protein 25		SNARE interactions in vesicular transport		SNARE binding///neurotransmitter secretion///neurotransmitter secretion///neurotransmitter uptake///plasma membrane///synaptic transmission///synaptic vesicle docking during exocytosis///synaptosome

		3		Crx		20614		0.775		0.762		0.821		0		0		3		0.786		Snap25		synaptosomal-associated protein 25		SNARE interactions in vesicular transport		SNARE binding///neurotransmitter secretion///neurotransmitter secretion///neurotransmitter uptake///plasma membrane///synaptic transmission///synaptic vesicle docking during exocytosis///synaptosome

		3		Nrl		20614		0.693		0.762		0		0		0.791		3		0.749		Snap25		synaptosomal-associated protein 25		SNARE interactions in vesicular transport		SNARE binding///neurotransmitter secretion///neurotransmitter secretion///neurotransmitter uptake///plasma membrane///synaptic transmission///synaptic vesicle docking during exocytosis///synaptosome

		3		Nrl		20616		0.934		0.81		0		0.7		0.909		4		0.838		Snap91		synaptosomal-associated protein 91				coated pit///phospholipid binding

		3		Crx		20616		0.959		0.762		-0.821		-1		0		4		-0.025		Snap91		synaptosomal-associated protein 91				coated pit///phospholipid binding

		3		Rho		20616		0.739		0		0		0.8		0.916		3		0.818		Snap91		synaptosomal-associated protein 91				coated pit///phospholipid binding

		3		Nrl		20910		0.859		0.905		0.7		0		0.982		4		0.861		Stxbp1		syntaxin binding protein 1				axon target recognition///mitochondrion///protein binding///protein transport///synaptic vesicle maturation///transport///vesicle docking during exocytosis///vesicle-mediated transport

		3		Crx		20910		0.834		0.714		0		0		0		2		0.774		Stxbp1		syntaxin binding protein 1				axon target recognition///mitochondrion///protein binding///protein transport///synaptic vesicle maturation///transport///vesicle docking during exocytosis///vesicle-mediated transport

		3		Rho		20910		0		0		0		0.9		0.925		2		0.912		Stxbp1		syntaxin binding protein 1				axon target recognition///mitochondrion///protein binding///protein transport///synaptic vesicle maturation///transport///vesicle docking during exocytosis///vesicle-mediated transport

		3		Rho		20977		0.953		0		0		0.7		0.893		3		0.849		Syp		synaptophysin				calcium ion binding///endocytosis///integral to membrane///integral to synaptic vesicle membrane///membrane///synapse///synaptic transmission///synaptic vesicle///synaptic vesicle///synaptic vesicle membrane///synaptosome///transport///transporter activity

		3		Nr2e3		20977		0.659		0		0		0		0.655		2		0.657		Syp		synaptophysin				calcium ion binding///endocytosis///integral to membrane///integral to synaptic vesicle membrane///membrane///synapse///synaptic transmission///synaptic vesicle///synaptic vesicle///synaptic vesicle membrane///synaptosome///transport///transporter activity

		3		Nrl		20977		0.917		0		0		0.8		0.936		3		0.885		Syp		synaptophysin				calcium ion binding///endocytosis///integral to membrane///integral to synaptic vesicle membrane///membrane///synapse///synaptic transmission///synaptic vesicle///synaptic vesicle///synaptic vesicle membrane///synaptosome///transport///transporter activity

		3		Nrl		20979		0		0.738		0		0.7		0		2		0.719		Syt1		synaptotagmin I				calcium ion binding///calcium-dependent phospholipid binding///cytoplasm///integral to membrane///low-density lipoprotein receptor binding///membrane///metal ion binding///neuron projection///neurotransmitter secretion///presynaptic membrane///protein binding///secretory granule///synapse///synaptic vesicle///synaptic vesicle membrane///transport///transporter activity

		3		Rho		20979		0		0		0.7		0.8		0		2		0.75		Syt1		synaptotagmin I				calcium ion binding///calcium-dependent phospholipid binding///cytoplasm///integral to membrane///low-density lipoprotein receptor binding///membrane///metal ion binding///neuron projection///neurotransmitter secretion///presynaptic membrane///protein binding///secretory granule///synapse///synaptic vesicle///synaptic vesicle membrane///transport///transporter activity

		3		Crx		20979		0		0.738		0.821		0		0		2		0.779		Syt1		synaptotagmin I				calcium ion binding///calcium-dependent phospholipid binding///cytoplasm///integral to membrane///low-density lipoprotein receptor binding///membrane///metal ion binding///neuron projection///neurotransmitter secretion///presynaptic membrane///protein binding///secretory granule///synapse///synaptic vesicle///synaptic vesicle membrane///transport///transporter activity

		3		Nr2e3		21685		0		0		0.9		0		0.8		2		0.85		Tef		thyrotroph embryonic factor				DNA binding///double-stranded DNA binding///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///protein dimerization activity///regulation of transcription, DNA-dependent///rhythmic process///sequence-specific DNA binding///transcription///transcriptional activator activity

		3		Rho		21685		0		0		0.7		0		0.811		2		0.755		Tef		thyrotroph embryonic factor				DNA binding///double-stranded DNA binding///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///protein dimerization activity///regulation of transcription, DNA-dependent///rhythmic process///sequence-specific DNA binding///transcription///transcriptional activator activity

		3		Nrl		21685		0		0		0.9		0		0.773		2		0.836		Tef		thyrotroph embryonic factor				DNA binding///double-stranded DNA binding///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///protein dimerization activity///regulation of transcription, DNA-dependent///rhythmic process///sequence-specific DNA binding///transcription///transcriptional activator activity

		3		Nr2e3		21807		0.688		0		0		0		0.664		2		0.676		Tsc22d1		TSC22 domain family, member 1				nucleus///regulation of transcription, DNA-dependent///transcription///transcription factor activity

		3		Rho		21807		0		0		0		0.8		0.738		2		0.769		Tsc22d1		TSC22 domain family, member 1				nucleus///regulation of transcription, DNA-dependent///transcription///transcription factor activity

		3		Nrl		21807		0		0		0		0.7		0.773		2		0.736		Tsc22d1		TSC22 domain family, member 1				nucleus///regulation of transcription, DNA-dependent///transcription///transcription factor activity

		3		Rho		21859		0.733		0		0		0.7		0.87		3		0.768		Timp3		tissue inhibitor of metalloproteinase 3				basement membrane///enzyme inhibitor activity///extracellular matrix (sensu Metazoa)///metalloendopeptidase inhibitor activity

		3		Nr2e3		21859		0		0		0.667		0		0.755		2		0.711		Timp3		tissue inhibitor of metalloproteinase 3				basement membrane///enzyme inhibitor activity///extracellular matrix (sensu Metazoa)///metalloendopeptidase inhibitor activity

		3		Nrl		21859		0.666		0		0.667		0.8		0.845		4		0.745		Timp3		tissue inhibitor of metalloproteinase 3				basement membrane///enzyme inhibitor activity///extracellular matrix (sensu Metazoa)///metalloendopeptidase inhibitor activity

		3		Rho		21912		0		0		0.9		0.9		0.843		3		0.881		Tspan7		tetraspanin 7				integral to membrane///membrane

		3		Nr2e3		21912		0		0		0.7		0		0.682		2		0.691		Tspan7		tetraspanin 7				integral to membrane///membrane

		3		Nrl		21912		0		0.81		0.7		0		0.827		3		0.779		Tspan7		tetraspanin 7				integral to membrane///membrane

		3		Rho		21929		0		0		0.9		0.9		0.834		3		0.878		Tnfaip3		tumor necrosis factor, alpha-induced protein 3				DNA binding///apoptosis///cysteine-type peptidase activity///cytoplasm///hydrolase activity///metal ion binding///nucleus///peptidase activity///protein binding///ubiquitin cycle///zinc ion binding

		3		Nrl		21929		0		0.929		0.7		0		0.873		3		0.834		Tnfaip3		tumor necrosis factor, alpha-induced protein 3				DNA binding///apoptosis///cysteine-type peptidase activity///cytoplasm///hydrolase activity///metal ion binding///nucleus///peptidase activity///protein binding///ubiquitin cycle///zinc ion binding

		3		Crx		21929		0		0.857		0.667		0		0		2		0.762		Tnfaip3		tumor necrosis factor, alpha-induced protein 3				DNA binding///apoptosis///cysteine-type peptidase activity///cytoplasm///hydrolase activity///metal ion binding///nucleus///peptidase activity///protein binding///ubiquitin cycle///zinc ion binding

		3		Crx		22031		0		0.786		0.667		0		0		2		0.726		Traf3		Tnf receptor-associated factor 3				apoptosis///metal ion binding///protein binding///receptor activity///regulation of apoptosis///signal transduction///zinc ion binding

		3		Rb1		22031		0		0		0.8		0		0.855		2		0.827		Traf3		Tnf receptor-associated factor 3				apoptosis///metal ion binding///protein binding///receptor activity///regulation of apoptosis///signal transduction///zinc ion binding

		3		Nrl		22031		0		0.81		0		0.9		0		2		0.855		Traf3		Tnf receptor-associated factor 3				apoptosis///metal ion binding///protein binding///receptor activity///regulation of apoptosis///signal transduction///zinc ion binding

		3		Crx		22057		0		0.81		0.975		0		0		2		0.892		Tob1		transducer of ErbB-2.1				SMAD binding///SMAD protein nuclear translocation///cytoplasm///negative regulation of BMP signaling pathway///negative regulation of osteoblast differentiation///protein binding///transcription corepressor activity

		3		Rho		22057		0		0		0.7		1		0.743		3		0.814		Tob1		transducer of ErbB-2.1				SMAD binding///SMAD protein nuclear translocation///cytoplasm///negative regulation of BMP signaling pathway///negative regulation of osteoblast differentiation///protein binding///transcription corepressor activity

		3		Nrl		22057		0		0.905		0		0		0.755		2		0.83		Tob1		transducer of ErbB-2.1				SMAD binding///SMAD protein nuclear translocation///cytoplasm///negative regulation of BMP signaling pathway///negative regulation of osteoblast differentiation///protein binding///transcription corepressor activity

		3		Nrl		22141		0		0.905		0.9		0		0.773		3		0.859		Tub		tubby candidate gene				G-protein coupled photoreceptor activity///cytosol///phototransduction///sensory perception of sound

		3		Rho		22141		0		0		1		0		0.688		2		0.844		Tub		tubby candidate gene				G-protein coupled photoreceptor activity///cytosol///phototransduction///sensory perception of sound

		3		Crx		22141		0		0.833		0.667		0		0		2		0.75		Tub		tubby candidate gene				G-protein coupled photoreceptor activity///cytosol///phototransduction///sensory perception of sound

		3		Crx		22157		0.827		0		0.975		0		0		2		0.901		Tulp1		tubby like protein 1				G-protein coupled photoreceptor activity///phototransduction///sensory perception///visual perception

		3		Nrl		22157		0.883		0.833		0		0		0.991		3		0.903		Tulp1		tubby like protein 1				G-protein coupled photoreceptor activity///phototransduction///sensory perception///visual perception

		3		Rho		22157		0.832		0		0		0.9		0.97		3		0.901		Tulp1		tubby like protein 1				G-protein coupled photoreceptor activity///phototransduction///sensory perception///visual perception

		3		Rho		22209		0		0		0		0.7		0.847		2		0.774		Ube2a		ubiquitin-conjugating enzyme E2A, RAD6 homolog (S. cerevisiae)				DNA repair///chromatin///embryonic development (sensu Mammalia)///ligase activity///nucleus///postreplication repair///protein binding///protein modification///response to DNA damage stimulus///ubiquitin conjugating enzyme activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity

		3		Crx		22209		0		0.826		0.921		0		0		2		0.874		Ube2a		ubiquitin-conjugating enzyme E2A, RAD6 homolog (S. cerevisiae)				DNA repair///chromatin///embryonic development (sensu Mammalia)///ligase activity///nucleus///postreplication repair///protein binding///protein modification///response to DNA damage stimulus///ubiquitin conjugating enzyme activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity

		3		Nrl		22209		0		0.898		0		0		0.818		2		0.858		Ube2a		ubiquitin-conjugating enzyme E2A, RAD6 homolog (S. cerevisiae)				DNA repair///chromatin///embryonic development (sensu Mammalia)///ligase activity///nucleus///postreplication repair///protein binding///protein modification///response to DNA damage stimulus///ubiquitin conjugating enzyme activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity

		3		Nrl		22217		0.699		0		0		0		0.882		2		0.791		Usp12		ubiquitin specific peptidase 12				cysteine-type endopeptidase activity///peptidase activity///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		3		Crx		22217		0.76		0		0.821		0		0		2		0.79		Usp12		ubiquitin specific peptidase 12				cysteine-type endopeptidase activity///peptidase activity///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		3		Rho		22217		0		0		0.7		0		0.938		2		0.819		Usp12		ubiquitin specific peptidase 12				cysteine-type endopeptidase activity///peptidase activity///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		3		Nrl		22249		0		0.905		0.8		0.7		0.918		4		0.831		Unc13b		unc-13 homolog B (C. elegans)				cellular component unknown///diacylglycerol binding///exocytosis///intracellular signaling cascade///metal ion binding///non-kinase phorbol ester receptor activity///synaptic transmission///synaptic vesicle priming///synaptosome///zinc ion binding

		3		Rho		22249		0		0		0.9		0.8		0.852		3		0.851		Unc13b		unc-13 homolog B (C. elegans)				cellular component unknown///diacylglycerol binding///exocytosis///intracellular signaling cascade///metal ion binding///non-kinase phorbol ester receptor activity///synaptic transmission///synaptic vesicle priming///synaptosome///zinc ion binding

		3		Crx		22249		0		0.714		0.821		0		0		2		0.768		Unc13b		unc-13 homolog B (C. elegans)				cellular component unknown///diacylglycerol binding///exocytosis///intracellular signaling cascade///metal ion binding///non-kinase phorbol ester receptor activity///synaptic transmission///synaptic vesicle priming///synaptosome///zinc ion binding

		3		Crx		22282		0.953		0		0.821		0		0		2		0.887		Usf2		upstream transcription factor 2				DNA binding///RNA polymerase II transcription factor activity///lactation///nucleus///positive regulation of transcription///regulation of transcription///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///transcriptional activator activity

		3		Nr2e3		22282		0.672		0		0		0		0.818		2		0.745		Usf2		upstream transcription factor 2				DNA binding///RNA polymerase II transcription factor activity///lactation///nucleus///positive regulation of transcription///regulation of transcription///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///transcriptional activator activity

		3		Nrl		22282		0.921		0		0		0		0.773		2		0.847		Usf2		upstream transcription factor 2				DNA binding///RNA polymerase II transcription factor activity///lactation///nucleus///positive regulation of transcription///regulation of transcription///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///transcriptional activator activity

		3		Rho		22318		0		0		0.7		0.9		0.989		3		0.863		Vamp2		vesicle-associated membrane protein 2		SNARE interactions in vesicular transport		SNARE binding///calcium ion-dependent exocytosis///calmodulin binding///integral to membrane///membrane///phospholipid binding///regulation of exocytosis///secretory granule///synapse///synaptic vesicle///synaptic vesicle exocytosis///synaptic vesicle membrane///synaptosome///vesicle-mediated transport///zymogen granule membrane

		3		Nrl		22318		0.744		0.881		0		0		0.982		3		0.869		Vamp2		vesicle-associated membrane protein 2		SNARE interactions in vesicular transport		SNARE binding///calcium ion-dependent exocytosis///calmodulin binding///integral to membrane///membrane///phospholipid binding///regulation of exocytosis///secretory granule///synapse///synaptic vesicle///synaptic vesicle exocytosis///synaptic vesicle membrane///synaptosome///vesicle-mediated transport///zymogen granule membrane

		3		Crx		22318		0.807		0.69		0.821		0		0		3		0.773		Vamp2		vesicle-associated membrane protein 2		SNARE interactions in vesicular transport		SNARE binding///calcium ion-dependent exocytosis///calmodulin binding///integral to membrane///membrane///phospholipid binding///regulation of exocytosis///secretory granule///synapse///synaptic vesicle///synaptic vesicle exocytosis///synaptic vesicle membrane///synaptosome///vesicle-mediated transport///zymogen granule membrane

		3		Crx		22323		0		0		0.821		0.8		0		2		0.81		Vasp		vasodilator-stimulated phosphoprotein		Focal adhesion///Leukocyte transendothelial migration		actin binding///actin cytoskeleton organization and biogenesis///axon guidance///filopodium///focal adhesion///lamellipodium///neural tube closure///protein binding

		3		Rb1		22323		0		0.671		0.8		0		0		2		0.735		Vasp		vasodilator-stimulated phosphoprotein		Focal adhesion///Leukocyte transendothelial migration		actin binding///actin cytoskeleton organization and biogenesis///axon guidance///filopodium///focal adhesion///lamellipodium///neural tube closure///protein binding

		3		Chx10		22323		0		0.659		0		0.8		0		2		0.729		Vasp		vasodilator-stimulated phosphoprotein		Focal adhesion///Leukocyte transendothelial migration		actin binding///actin cytoskeleton organization and biogenesis///axon guidance///filopodium///focal adhesion///lamellipodium///neural tube closure///protein binding

		3		Rho		22330		0		0		0		0.8		0.688		2		0.744		Vcl		vinculin		Adherens junction///Regulation of actin cytoskeleton///Leukocyte transendothelial migration///Focal adhesion		actin binding///actin cytoskeleton///adherens junction///cell adhesion///costamere///cytoskeleton///focal adhesion///intercellular junction///lamellipodium biogenesis///metabolism///oxidoreductase activity///protein binding///regulation of cell migration///structural molecule activity

		3		Nrl		22330		0		0.952		0		0.7		0.709		3		0.787		Vcl		vinculin		Adherens junction///Regulation of actin cytoskeleton///Leukocyte transendothelial migration///Focal adhesion		actin binding///actin cytoskeleton///adherens junction///cell adhesion///costamere///cytoskeleton///focal adhesion///intercellular junction///lamellipodium biogenesis///metabolism///oxidoreductase activity///protein binding///regulation of cell migration///structural molecule activity

		3		Crx		22330		0		0.881		0.975		0		0		2		0.928		Vcl		vinculin		Adherens junction///Regulation of actin cytoskeleton///Leukocyte transendothelial migration///Focal adhesion		actin binding///actin cytoskeleton///adherens junction///cell adhesion///costamere///cytoskeleton///focal adhesion///intercellular junction///lamellipodium biogenesis///metabolism///oxidoreductase activity///protein binding///regulation of cell migration///structural molecule activity

		3		Rho		22333		0.863		0		0		0		0.779		2		0.821		Vdac1		voltage-dependent anion channel 1		Calcium signaling pathway		anion transport///apoptosis///behavioral fear response///extracellular space///integral to membrane///ion transport///learning///membrane///mitochondrial inner membrane///mitochondrial outer membrane///mitochondrion///nerve-nerve synaptic transmission///outer membrane///porin activity///synaptic transmission///transport///voltage-gated ion-selective channel activity

		3		Crx		22333		0.915		0		0.667		0		0		2		0.791		Vdac1		voltage-dependent anion channel 1		Calcium signaling pathway		anion transport///apoptosis///behavioral fear response///extracellular space///integral to membrane///ion transport///learning///membrane///mitochondrial inner membrane///mitochondrial outer membrane///mitochondrion///nerve-nerve synaptic transmission///outer membrane///porin activity///synaptic transmission///transport///voltage-gated ion-selective channel activity

		3		Nrl		22333		0.959		0		0		0		0.864		2		0.911		Vdac1		voltage-dependent anion channel 1		Calcium signaling pathway		anion transport///apoptosis///behavioral fear response///extracellular space///integral to membrane///ion transport///learning///membrane///mitochondrial inner membrane///mitochondrial outer membrane///mitochondrion///nerve-nerve synaptic transmission///outer membrane///porin activity///synaptic transmission///transport///voltage-gated ion-selective channel activity

		3		Crx		22343		0		0		0.821		0.9		0		2		0.86		Lin7c		lin-7 homolog C (C. elegans)				exocytosis///membrane///protein binding///protein transport///synaptosome///tight junction///transport

		3		Chx10		22343		0		0		0		0.9		0.738		2		0.819		Lin7c		lin-7 homolog C (C. elegans)				exocytosis///membrane///protein binding///protein transport///synaptosome///tight junction///transport

		3		Rb1		22343		0		0		0.8		0		0.655		2		0.727		Lin7c		lin-7 homolog C (C. elegans)				exocytosis///membrane///protein binding///protein transport///synaptosome///tight junction///transport

		3		Rho		22370		0		0		0.9		0.9		0.916		3		0.905		Vtn		vitronectin		Focal adhesion///Cell Communication///ECM-receptor interaction		cell adhesion///cell-matrix adhesion///extracellular matrix (sensu Metazoa)///extracellular space///heparin binding///protein binding

		3		Nrl		22370		0		0.857		0.7		0		0.836		3		0.798		Vtn		vitronectin		Focal adhesion///Cell Communication///ECM-receptor interaction		cell adhesion///cell-matrix adhesion///extracellular matrix (sensu Metazoa)///extracellular space///heparin binding///protein binding

		3		Crx		22370		0		0.667		0.667		0		0		2		0.667		Vtn		vitronectin		Focal adhesion///Cell Communication///ECM-receptor interaction		cell adhesion///cell-matrix adhesion///extracellular matrix (sensu Metazoa)///extracellular space///heparin binding///protein binding

		3		Crx		22402		0		0.69		0.667		0		0		2		0.679		Wisp1		WNT1 inducible signaling pathway protein 1				Wnt receptor signaling pathway///cell adhesion///extracellular region///extracellular space///insulin-like growth factor binding///protein binding///regulation of cell growth

		3		Rho		22402		0		0		0.9		0.9		0		2		0.9		Wisp1		WNT1 inducible signaling pathway protein 1				Wnt receptor signaling pathway///cell adhesion///extracellular region///extracellular space///insulin-like growth factor binding///protein binding///regulation of cell growth

		3		Nrl		22402		0		0.881		0.7		0		0		2		0.79		Wisp1		WNT1 inducible signaling pathway protein 1				Wnt receptor signaling pathway///cell adhesion///extracellular region///extracellular space///insulin-like growth factor binding///protein binding///regulation of cell growth

		3		Crx		22592		0		0		0.718		0.7		0		2		0.709		Ercc5		excision repair cross-complementing rodent repair deficiency, complementation group 5				DNA binding///DNA repair///determination of adult life span///endonuclease activity///hydrolase activity///nuclease activity///nucleotide-excision repair///nucleus///response to DNA damage stimulus///response to UV///single-stranded DNA binding

		3		Rb1		22592		0		0.81		0.9		0		0		2		0.855		Ercc5		excision repair cross-complementing rodent repair deficiency, complementation group 5				DNA binding///DNA repair///determination of adult life span///endonuclease activity///hydrolase activity///nuclease activity///nucleotide-excision repair///nucleus///response to DNA damage stimulus///response to UV///single-stranded DNA binding

		3		Chx10		22592		0		0.738		0		0.7		0		2		0.719		Ercc5		excision repair cross-complementing rodent repair deficiency, complementation group 5				DNA binding///DNA repair///determination of adult life span///endonuclease activity///hydrolase activity///nuclease activity///nucleotide-excision repair///nucleus///response to DNA damage stimulus///response to UV///single-stranded DNA binding

		3		Chx10		22688		0		0.81		0		0		0.888		2		0.849		Zfp26		zinc finger protein 26				DNA binding///metal ion binding///nucleic acid binding///nucleus///zinc ion binding

		3		Rb1		22688		0		0		0.8		0.9		0		2		0.85		Zfp26		zinc finger protein 26				DNA binding///metal ion binding///nucleic acid binding///nucleus///zinc ion binding

		3		Neurod1		22688		0		0		0.9		0.7		0		2		0.8		Zfp26		zinc finger protein 26				DNA binding///metal ion binding///nucleic acid binding///nucleus///zinc ion binding

		3		Nrl		23917		0		0.976		0.8		0.8		0		3		0.859		Impdh1		inosine 5'-phosphate dehydrogenase 1		Purine metabolism		GMP biosynthesis///IMP dehydrogenase activity///catalytic activity///lymphocyte proliferation///metal ion binding///oxidoreductase activity///potassium ion binding///purine nucleotide biosynthesis

		3		Crx		23917		0		0.905		0.821		0		0		2		0.863		Impdh1		inosine 5'-phosphate dehydrogenase 1		Purine metabolism		GMP biosynthesis///IMP dehydrogenase activity///catalytic activity///lymphocyte proliferation///metal ion binding///oxidoreductase activity///potassium ion binding///purine nucleotide biosynthesis

		3		Rho		23917		0		0		0.9		0.7		0		2		0.8		Impdh1		inosine 5'-phosphate dehydrogenase 1		Purine metabolism		GMP biosynthesis///IMP dehydrogenase activity///catalytic activity///lymphocyte proliferation///metal ion binding///oxidoreductase activity///potassium ion binding///purine nucleotide biosynthesis

		3		Rho		24071		0		0		0.7		0		0.897		2		0.799		Synj2bp		synaptojanin 2 binding protein				Rho protein signal transduction///cytoplasm organization and biogenesis///integral to membrane///intracellular signaling cascade///mitochondrial outer membrane///mitochondrion///outer membrane///protein binding///protein targeting///receptor activity///regulation of endocytosis

		3		Crx		24071		0		0.857		0.821		0.9		0		3		0.859		Synj2bp		synaptojanin 2 binding protein				Rho protein signal transduction///cytoplasm organization and biogenesis///integral to membrane///intracellular signaling cascade///mitochondrial outer membrane///mitochondrion///outer membrane///protein binding///protein targeting///receptor activity///regulation of endocytosis

		3		Nrl		24071		0		0.786		0		0		0.836		2		0.811		Synj2bp		synaptojanin 2 binding protein				Rho protein signal transduction///cytoplasm organization and biogenesis///integral to membrane///intracellular signaling cascade///mitochondrial outer membrane///mitochondrion///outer membrane///protein binding///protein targeting///receptor activity///regulation of endocytosis

		3		Rho		27062		0.81		0		0		0.9		0.738		3		0.816		Cadps		Ca<2+>dependent activator protein for secretion				calcium ion binding///catecholamine secretion///cytoplasmic vesicle///exocytosis///lipid binding///membrane///metal ion binding///protein binding///protein transport///synapse///transport///vesicle organization and biogenesis

		3		Nrl		27062		0.723		0.881		0		0		0.791		3		0.798		Cadps		Ca<2+>dependent activator protein for secretion				calcium ion binding///catecholamine secretion///cytoplasmic vesicle///exocytosis///lipid binding///membrane///metal ion binding///protein binding///protein transport///synapse///transport///vesicle organization and biogenesis

		3		Chx10		27062		0		0		0.9		0		0.651		2		0.776		Cadps		Ca<2+>dependent activator protein for secretion				calcium ion binding///catecholamine secretion///cytoplasmic vesicle///exocytosis///lipid binding///membrane///metal ion binding///protein binding///protein transport///synapse///transport///vesicle organization and biogenesis

		3		Rho		27215		0		0		0.9		0.8		0.711		3		0.804		Azi2		5-azacytidine induced gene 2				I-kappaB kinase/NF-kappaB cascade///cytoplasm

		3		Nr2e3		27215		0		0		0.8		0		0.655		2		0.727		Azi2		5-azacytidine induced gene 2				I-kappaB kinase/NF-kappaB cascade///cytoplasm

		3		Nrl		27215		0		0.778		0.8		0.7		0.727		4		0.751		Azi2		5-azacytidine induced gene 2				I-kappaB kinase/NF-kappaB cascade///cytoplasm

		3		Nr2e3		27276		0.771		0		0.8		0		0		2		0.786		Plekhb1		pleckstrin homology domain containing, family B (evectins) member 1				Golgi membrane///integral to membrane///membrane///protein binding

		3		Nrl		27276		0.825		0		0.8		0		0.9		3		0.842		Plekhb1		pleckstrin homology domain containing, family B (evectins) member 1				Golgi membrane///integral to membrane///membrane///protein binding

		3		Rho		27276		0.691		0		0.9		0		0.897		3		0.83		Plekhb1		pleckstrin homology domain containing, family B (evectins) member 1				Golgi membrane///integral to membrane///membrane///protein binding

		3		Crx		27398		0.659		0		0.821		0.9		0		3		0.793		Mrpl2		mitochondrial ribosomal protein L2				extracellular space///intracellular///mitochondrial large ribosomal subunit///protein biosynthesis///ribosome///structural constituent of ribosome

		3		Rho		27398		0		0		0.7		0		0.87		2		0.785		Mrpl2		mitochondrial ribosomal protein L2				extracellular space///intracellular///mitochondrial large ribosomal subunit///protein biosynthesis///ribosome///structural constituent of ribosome

		3		Nrl		27398		0.691		0		0		0		0.9		2		0.796		Mrpl2		mitochondrial ribosomal protein L2				extracellular space///intracellular///mitochondrial large ribosomal subunit///protein biosynthesis///ribosome///structural constituent of ribosome

		3		Crx		27981		0		0.762		0.667		0		0		2		0.714		D4Wsu53e		DNA segment, Chr 4, Wayne State University 53, expressed

		3		Rho		27981		0.808		0		1		0.8		0.934		4		0.886		D4Wsu53e		DNA segment, Chr 4, Wayne State University 53, expressed

		3		Nrl		27981		0		0.833		0.9		0.7		0.964		4		0.849		D4Wsu53e		DNA segment, Chr 4, Wayne State University 53, expressed

		3		Rb1		28000		0		0.755		0.9		0		0		2		0.827		Prpf19		PRP19/PSO4 pre-mRNA processing factor 19 homolog (S. cerevisiae)				DNA binding///DNA repair///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleus///protein ubiquitination///response to DNA damage stimulus///ubiquitin cycle///ubiquitin ligase complex///ubiquitin-protein ligase activity

		3		Crx		28000		0		0		0.718		0.9		0		2		0.809		Prpf19		PRP19/PSO4 pre-mRNA processing factor 19 homolog (S. cerevisiae)				DNA binding///DNA repair///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleus///protein ubiquitination///response to DNA damage stimulus///ubiquitin cycle///ubiquitin ligase complex///ubiquitin-protein ligase activity

		3		Chx10		28000		0		0.898		0		0.9		0		2		0.899		Prpf19		PRP19/PSO4 pre-mRNA processing factor 19 homolog (S. cerevisiae)				DNA binding///DNA repair///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleus///protein ubiquitination///response to DNA damage stimulus///ubiquitin cycle///ubiquitin ligase complex///ubiquitin-protein ligase activity

		3		Rho		29812		0		0		0.9		0.9		0.957		3		0.919		Ndrg3		N-myc downstream regulated gene 3				catalytic activity///cell differentiation

		3		Nrl		29812		0		0.952		0.7		0		0.909		3		0.854		Ndrg3		N-myc downstream regulated gene 3				catalytic activity///cell differentiation

		3		Crx		29812		0		0.881		0.667		0		0		2		0.774		Ndrg3		N-myc downstream regulated gene 3				catalytic activity///cell differentiation

		3		Rho		30941		0		0		0.7		1		0.724		3		0.808		Usp21		ubiquitin specific peptidase 21				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		3		Crx		30941		0		0.683		0.975		0		0		2		0.829		Usp21		ubiquitin specific peptidase 21				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		3		Nrl		30941		0		0.874		0		0		0.691		2		0.783		Usp21		ubiquitin specific peptidase 21				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		3		Rho		30948		0.852		0		0		0		0.866		2		0.859		Bin1		bridging integrator 1				cell cycle///cell differentiation///cytoplasm///development///endocytosis///negative regulation of progression through cell cycle///nucleus///protein binding///regulation of endocytosis///synaptic vesicle endocytosis

		3		Crx		30948		0.935		0.905		0.821		0.9		0		4		0.89		Bin1		bridging integrator 1				cell cycle///cell differentiation///cytoplasm///development///endocytosis///negative regulation of progression through cell cycle///nucleus///protein binding///regulation of endocytosis///synaptic vesicle endocytosis

		3		Nrl		30948		0.928		0.786		0		0		0.818		3		0.844		Bin1		bridging integrator 1				cell cycle///cell differentiation///cytoplasm///development///endocytosis///negative regulation of progression through cell cycle///nucleus///protein binding///regulation of endocytosis///synaptic vesicle endocytosis

		3		Nrl		50770		0		0.881		0		0.7		0.673		3		0.751		Atp11a		ATPase, class VI, type 11A				ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///catalytic activity///cation transport///hydrolase activity///integral to membrane///magnesium ion binding///membrane///metabolism///metal ion binding///nucleotide binding///phospholipid-translocating ATPase activity

		3		Crx		50770		0		0.69		0.921		0		0		2		0.806		Atp11a		ATPase, class VI, type 11A				ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///catalytic activity///cation transport///hydrolase activity///integral to membrane///magnesium ion binding///membrane///metabolism///metal ion binding///nucleotide binding///phospholipid-translocating ATPase activity

		3		Rho		50770		0.697		0		0.667		0.8		0		3		0.721		Atp11a		ATPase, class VI, type 11A				ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///catalytic activity///cation transport///hydrolase activity///integral to membrane///magnesium ion binding///membrane///metabolism///metal ion binding///nucleotide binding///phospholipid-translocating ATPase activity

		3		Nrl		50776		0		0.833		0.7		0.8		0		3		0.778		Polg2		polymerase (DNA directed), gamma 2, accessory subunit		DNA polymerase		ATP binding///DNA binding///DNA repair///DNA replication///DNA-directed DNA polymerase activity///gamma DNA-directed DNA polymerase activity///gamma DNA-directed DNA polymerase activity///glycine-tRNA ligase activity///glycyl-tRNA aminoacylation///mitochondrion///nucleotidyltransferase activity///protein biosynthesis///tRNA ligase activity///transferase activity

		3		Crx		50776		0		0.81		0.667		0		0		2		0.738		Polg2		polymerase (DNA directed), gamma 2, accessory subunit		DNA polymerase		ATP binding///DNA binding///DNA repair///DNA replication///DNA-directed DNA polymerase activity///gamma DNA-directed DNA polymerase activity///gamma DNA-directed DNA polymerase activity///glycine-tRNA ligase activity///glycyl-tRNA aminoacylation///mitochondrion///nucleotidyltransferase activity///protein biosynthesis///tRNA ligase activity///transferase activity

		3		Rho		50776		0		0		0.9		0.7		0		2		0.8		Polg2		polymerase (DNA directed), gamma 2, accessory subunit		DNA polymerase		ATP binding///DNA binding///DNA repair///DNA replication///DNA-directed DNA polymerase activity///gamma DNA-directed DNA polymerase activity///gamma DNA-directed DNA polymerase activity///glycine-tRNA ligase activity///glycyl-tRNA aminoacylation///mitochondrion///nucleotidyltransferase activity///protein biosynthesis///tRNA ligase activity///transferase activity

		3		Nr2e3		51885		0		0		0.7		0		0.755		2		0.727		D2Ertd435e		DNA segment, Chr 2, ERATO Doi 435, expressed				microtubule///microtubule cytoskeleton organization and biogenesis///microtubule organizing center///spindle pole

		3		Nrl		51885		0		0		0.7		0		0.718		2		0.709		D2Ertd435e		DNA segment, Chr 2, ERATO Doi 435, expressed				microtubule///microtubule cytoskeleton organization and biogenesis///microtubule organizing center///spindle pole

		3		Rho		51885		0		0		0.9		0		0.724		2		0.812		D2Ertd435e		DNA segment, Chr 2, ERATO Doi 435, expressed				microtubule///microtubule cytoskeleton organization and biogenesis///microtubule organizing center///spindle pole

		3		Nr2e3		52231		0		0		0.9		0		0.664		2		0.782		D1Ertd161e		DNA segment, Chr 1, ERATO Doi 161, expressed				DNA binding///regulation of transcription, DNA-dependent///transcription factor activity

		3		Rho		52231		0		0		1		0.8		0.838		3		0.879		D1Ertd161e		DNA segment, Chr 1, ERATO Doi 161, expressed				DNA binding///regulation of transcription, DNA-dependent///transcription factor activity

		3		Nrl		52231		0		0		0.9		0.7		0.782		3		0.794		D1Ertd161e		DNA segment, Chr 1, ERATO Doi 161, expressed				DNA binding///regulation of transcription, DNA-dependent///transcription factor activity

		3		Crx		52357		0		0.69		0.821		0		0		2		0.756		D8Ertd594e		DNA segment, Chr 8, ERATO Doi 594, expressed

		3		Nrl		52357		0		0.881		0		0.8		0		2		0.84		D8Ertd594e		DNA segment, Chr 8, ERATO Doi 594, expressed

		3		Rho		52357		0		0		0.7		0.7		0		2		0.7		D8Ertd594e		DNA segment, Chr 8, ERATO Doi 594, expressed

		3		Rho		52906		0.72		0		0.7		0.9		0		3		0.773		Ahi1		Abelson helper integration site				cellular component unknown///molecular function unknown///provirus integration

		3		Nrl		52906		0.667		0.738		0		0		0		2		0.702		Ahi1		Abelson helper integration site				cellular component unknown///molecular function unknown///provirus integration

		3		Crx		52906		0.68		0.738		0.975		0		0		3		0.797		Ahi1		Abelson helper integration site				cellular component unknown///molecular function unknown///provirus integration

		3		Rho		53322		0		0		0.7		0		0.724		2		0.712		Nucb2		nucleobindin 2				DNA binding///calcium ion binding///calcium ion homeostasis///cytoplasm///endoplasmic reticulum///extracellular space///nuclear outer membrane///nucleus

		3		Nrl		53322		0		0.833		0		0		0.709		2		0.771		Nucb2		nucleobindin 2				DNA binding///calcium ion binding///calcium ion homeostasis///cytoplasm///endoplasmic reticulum///extracellular space///nuclear outer membrane///nucleus

		3		Crx		53322		0		0.976		0.821		0		0		2		0.898		Nucb2		nucleobindin 2				DNA binding///calcium ion binding///calcium ion homeostasis///cytoplasm///endoplasmic reticulum///extracellular space///nuclear outer membrane///nucleus

		3		Crx		53895		0.797		0		0.667		0		0		2		0.732		Clpp		caseinolytic peptidase, ATP-dependent, proteolytic subunit homolog (E. coli)				endopeptidase Clp activity///hydrolase activity///misfolded or incompletely synthesized protein catabolism///mitochondrion///peptidase activity///proteolysis///serine-type endopeptidase activity

		3		Nrl		53895		0.822		0		0		0		0.718		2		0.77		Clpp		caseinolytic peptidase, ATP-dependent, proteolytic subunit homolog (E. coli)				endopeptidase Clp activity///hydrolase activity///misfolded or incompletely synthesized protein catabolism///mitochondrion///peptidase activity///proteolysis///serine-type endopeptidase activity

		3		Rho		53895		0.654		0		0		0.7		0.747		3		0.701		Clpp		caseinolytic peptidase, ATP-dependent, proteolytic subunit homolog (E. coli)				endopeptidase Clp activity///hydrolase activity///misfolded or incompletely synthesized protein catabolism///mitochondrion///peptidase activity///proteolysis///serine-type endopeptidase activity

		3		Nrl		54161		0		0.69		0		0.7		0		2		0.695		Copg		coatomer protein complex, subunit gamma				Golgi apparatus///Golgi stack///intracellular protein transport///membrane///protein transport///protein transporter activity///structural molecule activity///transport///viral capsid

		3		Nr2e3		54161		0.7		0		0		0		0.655		2		0.678		Copg		coatomer protein complex, subunit gamma				Golgi apparatus///Golgi stack///intracellular protein transport///membrane///protein transport///protein transporter activity///structural molecule activity///transport///viral capsid

		3		Otx2		54161		0.762		0		0.7		0		0		2		0.731		Copg		coatomer protein complex, subunit gamma				Golgi apparatus///Golgi stack///intracellular protein transport///membrane///protein transport///protein transporter activity///structural molecule activity///transport///viral capsid

		3		Crx		54375		0		0.833		0.872		0		0		2		0.853		Azin1		antizyme inhibitor 1				catalytic activity///polyamine biosynthesis///polyamine metabolism

		3		Rho		54375		0		0		0		0.8		0.806		2		0.803		Azin1		antizyme inhibitor 1				catalytic activity///polyamine biosynthesis///polyamine metabolism

		3		Nrl		54375		0		0.738		0		0.7		0.755		3		0.731		Azin1		antizyme inhibitor 1				catalytic activity///polyamine biosynthesis///polyamine metabolism

		3		Nrl		54710		0		0		0.9		0		0.782		2		0.841		Hs3st3b1		heparan sulfate (glucosamine) 3-O-sulfotransferase 3B1				Golgi stack///heparin-glucosamine 3-O-sulfotransferase activity///integral to membrane///integral to plasma membrane///membrane///protein amino acid sulfation///sulfotransferase activity///transferase activity

		3		Rho		54710		0		0		1		0		0.861		2		0.931		Hs3st3b1		heparan sulfate (glucosamine) 3-O-sulfotransferase 3B1				Golgi stack///heparin-glucosamine 3-O-sulfotransferase activity///integral to membrane///integral to plasma membrane///membrane///protein amino acid sulfation///sulfotransferase activity///transferase activity

		3		Nr2e3		54710		0		0		0.9		0		0.809		2		0.855		Hs3st3b1		heparan sulfate (glucosamine) 3-O-sulfotransferase 3B1				Golgi stack///heparin-glucosamine 3-O-sulfotransferase activity///integral to membrane///integral to plasma membrane///membrane///protein amino acid sulfation///sulfotransferase activity///transferase activity

		3		Chx10		55944		0		0.881		0		0.9		0		2		0.89		Eif3s7		eukaryotic translation initiation factor 3, subunit 7 (zeta)				protein biosynthesis///translation initiation factor activity///translational initiation

		3		Crx		55944		0		0		0.718		0.9		0		2		0.809		Eif3s7		eukaryotic translation initiation factor 3, subunit 7 (zeta)				protein biosynthesis///translation initiation factor activity///translational initiation

		3		Rb1		55944		0		0.81		0.9		0		0		2		0.855		Eif3s7		eukaryotic translation initiation factor 3, subunit 7 (zeta)				protein biosynthesis///translation initiation factor activity///translational initiation

		3		Nrl		56224		0		0.81		0.7		0		0		2		0.755		Tspan5		tetraspanin 5				cell adhesion///cell motility///cell proliferation///integral to membrane///membrane///mystery cell fate differentiation (sensu Endopterygota)

		3		Crx		56224		0		0.69		0.667		0		0		2		0.679		Tspan5		tetraspanin 5				cell adhesion///cell motility///cell proliferation///integral to membrane///membrane///mystery cell fate differentiation (sensu Endopterygota)

		3		Rho		56224		0		0		0.9		1		0		2		0.95		Tspan5		tetraspanin 5				cell adhesion///cell motility///cell proliferation///integral to membrane///membrane///mystery cell fate differentiation (sensu Endopterygota)

		3		Rho		56350		0		0		0.9		0.7		0		2		0.8		Arl3		ADP-ribosylation factor-like 3				G-protein coupled receptor protein signaling pathway///GTP binding///guanyl nucleotide binding///nucleotide binding///signal transducer activity///small GTPase mediated signal transduction

		3		Nrl		56350		0		0.905		0.7		0.8		0		3		0.802		Arl3		ADP-ribosylation factor-like 3				G-protein coupled receptor protein signaling pathway///GTP binding///guanyl nucleotide binding///nucleotide binding///signal transducer activity///small GTPase mediated signal transduction

		3		Crx		56350		0		0.81		0.667		0		0		2		0.738		Arl3		ADP-ribosylation factor-like 3				G-protein coupled receptor protein signaling pathway///GTP binding///guanyl nucleotide binding///nucleotide binding///signal transducer activity///small GTPase mediated signal transduction

		3		Rho		56449		0.718		0		1		1		0		3		0.906		Csda		cold shock domain protein A		Tight junction		DNA binding///RNA binding///nucleic acid binding///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription

		3		Crx		56449		0.713		0.69		0.667		0		0		3		0.69		Csda		cold shock domain protein A		Tight junction		DNA binding///RNA binding///nucleic acid binding///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription

		3		Nrl		56449		0.74		0.881		0.9		0		0		3		0.84		Csda		cold shock domain protein A		Tight junction		DNA binding///RNA binding///nucleic acid binding///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription

		3		Crx		56464		0.762		0.905		0.718		0		0		3		0.795		Ctsf		cathepsin F				cathepsin F activity///cysteine-type endopeptidase activity///cysteine-type peptidase activity///extracellular space///hydrolase activity///lysosome///peptidase activity///proteolysis

		3		Rho		56464		0.838		0		0		0.7		0		2		0.769		Ctsf		cathepsin F				cathepsin F activity///cysteine-type endopeptidase activity///cysteine-type peptidase activity///extracellular space///hydrolase activity///lysosome///peptidase activity///proteolysis

		3		Nrl		56464		0.838		0.976		0		0.8		0		3		0.871		Ctsf		cathepsin F				cathepsin F activity///cysteine-type endopeptidase activity///cysteine-type peptidase activity///extracellular space///hydrolase activity///lysosome///peptidase activity///proteolysis

		3		Nrl		56468		0		0.81		0.7		0		0.682		3		0.73		Socs5		suppressor of cytokine signaling 5		Jak-STAT signaling pathway		epidermal growth factor receptor binding///epidermal growth factor receptor signaling pathway///intracellular signaling cascade///negative regulation of signal transduction///regulation of cell growth

		3		Rho		56468		0		0		0.9		0.7		0.679		3		0.76		Socs5		suppressor of cytokine signaling 5		Jak-STAT signaling pathway		epidermal growth factor receptor binding///epidermal growth factor receptor signaling pathway///intracellular signaling cascade///negative regulation of signal transduction///regulation of cell growth

		3		Crx		56468		0		0.667		0.667		0		0		2		0.667		Socs5		suppressor of cytokine signaling 5		Jak-STAT signaling pathway		epidermal growth factor receptor binding///epidermal growth factor receptor signaling pathway///intracellular signaling cascade///negative regulation of signal transduction///regulation of cell growth

		3		Crx		56758		0		0.874		0.667		0		0		2		0.771		Mbnl1		muscleblind-like 1 (Drosophila)				RNA binding///cytoplasm///mRNA splice site selection///metal ion binding///nucleic acid binding///nucleus///zinc ion binding

		3		Nrl		56758		0.683		0.886		0.7		0		0.855		4		0.781		Mbnl1		muscleblind-like 1 (Drosophila)				RNA binding///cytoplasm///mRNA splice site selection///metal ion binding///nucleic acid binding///nucleus///zinc ion binding

		3		Rho		56758		0		0		0.9		0.9		0.897		3		0.899		Mbnl1		muscleblind-like 1 (Drosophila)				RNA binding///cytoplasm///mRNA splice site selection///metal ion binding///nucleic acid binding///nucleus///zinc ion binding

		3		Crx		57138		0.673		0		0.821		0		0		2		0.747		Slc12a5		solute carrier family 12, member 5				amino acid transport///amino acid-polyamine transporter activity///cation:chloride symporter activity///chloride transport///integral to membrane///ion transport///membrane///plasma membrane///potassium ion binding///potassium ion transport///potassium:chloride symporter activity///sodium ion transport///symporter activity///synaptic transmission///transport///transporter activity

		3		Rho		57138		0		0		0.9		0		0.843		2		0.871		Slc12a5		solute carrier family 12, member 5				amino acid transport///amino acid-polyamine transporter activity///cation:chloride symporter activity///chloride transport///integral to membrane///ion transport///membrane///plasma membrane///potassium ion binding///potassium ion transport///potassium:chloride symporter activity///sodium ion transport///symporter activity///synaptic transmission///transport///transporter activity

		3		Nrl		57138		0.654		0.833		0.8		0		0.773		4		0.765		Slc12a5		solute carrier family 12, member 5				amino acid transport///amino acid-polyamine transporter activity///cation:chloride symporter activity///chloride transport///integral to membrane///ion transport///membrane///plasma membrane///potassium ion binding///potassium ion transport///potassium:chloride symporter activity///sodium ion transport///symporter activity///synaptic transmission///transport///transporter activity

		3		Rho		57436		0		0		0.7		0.7		0		2		0.7		Gabarapl1		gamma-aminobutyric acid (GABA(A)) receptor-associated protein-like 1				autophagic vacuole///cytoskeletal protein binding///microtubule///receptor activity

		3		Crx		57436		0		0.714		0.821		0		0		2		0.768		Gabarapl1		gamma-aminobutyric acid (GABA(A)) receptor-associated protein-like 1				autophagic vacuole///cytoskeletal protein binding///microtubule///receptor activity

		3		Nrl		57436		0		0.905		0		0.8		0		2		0.852		Gabarapl1		gamma-aminobutyric acid (GABA(A)) receptor-associated protein-like 1				autophagic vacuole///cytoskeletal protein binding///microtubule///receptor activity

		3		Rb1		57443		0		0.905		0		0		0.709		2		0.807		Fbxo3		F-box only protein 3				ubiquitin cycle

		3		Rho		57443		0		0		0		0.7		0.925		2		0.812		Fbxo3		F-box only protein 3				ubiquitin cycle

		3		Nrl		57443		0		0		0		0.8		0.873		2		0.836		Fbxo3		F-box only protein 3				ubiquitin cycle

		3		Nrl		59040		0		0.881		0.7		0		0		2		0.79		Rhot1		ras homolog gene family, member T1				calcium ion binding///hydrolase activity///mitochondrion///protein transport

		3		Rho		59040		0.79		0		0.9		0.9		0		3		0.863		Rhot1		ras homolog gene family, member T1				calcium ion binding///hydrolase activity///mitochondrion///protein transport

		3		Crx		59040		0		0.69		0.667		0		0		2		0.679		Rhot1		ras homolog gene family, member T1				calcium ion binding///hydrolase activity///mitochondrion///protein transport

		3		Crx		59042		0		0.659		0.821		0		0		2		0.74		Cope		coatomer protein complex, subunit epsilon				COPI-coated vesicle///Golgi stack///binding///cytoplasm///intracellular protein transport///membrane///protein transport///protein transporter activity///transport

		3		Nrl		59042		0		0.695		0		0		0.709		2		0.702		Cope		coatomer protein complex, subunit epsilon				COPI-coated vesicle///Golgi stack///binding///cytoplasm///intracellular protein transport///membrane///protein transport///protein transporter activity///transport

		3		Rb1		59042		0		0		0.8		0		0.691		2		0.745		Cope		coatomer protein complex, subunit epsilon				COPI-coated vesicle///Golgi stack///binding///cytoplasm///intracellular protein transport///membrane///protein transport///protein transporter activity///transport

		3		Nrl		60611		0		0		0.9		0		0.755		2		0.827		Foxj2		forkhead box J2				DNA binding///nucleus///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity

		3		Nr2e3		60611		0		0		0.9		0		0.7		2		0.8		Foxj2		forkhead box J2				DNA binding///nucleus///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity

		3		Rho		60611		0		0		1		0		0.733		2		0.867		Foxj2		forkhead box J2				DNA binding///nucleus///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity

		3		Nrl		66082		0		0		0.7		0		0.709		2		0.705		Abhd6		abhydrolase domain containing 6				aromatic compound metabolism///catalytic activity///epoxide hydrolase activity///hydrolase activity///integral to membrane

		3		Nr2e3		66082		0		0		0.7		0		0.9		2		0.8		Abhd6		abhydrolase domain containing 6				aromatic compound metabolism///catalytic activity///epoxide hydrolase activity///hydrolase activity///integral to membrane

		3		Rho		66082		0		0		0.9		0		0.788		2		0.844		Abhd6		abhydrolase domain containing 6				aromatic compound metabolism///catalytic activity///epoxide hydrolase activity///hydrolase activity///integral to membrane

		3		Neurod1		66090		0.831		0		0.7		0		0		2		0.766		Ypel3		yippee-like 3 (Drosophila)

		3		Rb1		66090		0		0		0.9		0.7		0		2		0.8		Ypel3		yippee-like 3 (Drosophila)

		3		Otx2		66090		0.836		0		0.9		0		0		2		0.868		Ypel3		yippee-like 3 (Drosophila)

		3		Rho		66168		0.726		0		0		0		0.721		2		0.724		Grina		glutamate receptor, ionotropic, N-methyl D-asparate-associated protein 1 (glutamate binding)				integral to membrane///receptor activity

		3		Nrl		66168		0.85		0.857		0		0		0.683		3		0.797		Grina		glutamate receptor, ionotropic, N-methyl D-asparate-associated protein 1 (glutamate binding)				integral to membrane///receptor activity

		3		Crx		66168		0.838		0		0.921		0		0		2		0.879		Grina		glutamate receptor, ionotropic, N-methyl D-asparate-associated protein 1 (glutamate binding)				integral to membrane///receptor activity

		3		Nrl		66270		0		0.905		0.9		0.8		0.873		4		0.869		1810015C04Rik		RIKEN cDNA 1810015C04 gene				integral to membrane

		3		Crx		66270		0		0.833		0.667		0		0		2		0.75		1810015C04Rik		RIKEN cDNA 1810015C04 gene				integral to membrane

		3		Rho		66270		0		0		1		0.7		0.811		3		0.837		1810015C04Rik		RIKEN cDNA 1810015C04 gene				integral to membrane

		3		Rho		66276		0		0		0.9		0.9		0		2		0.9		1810009A15Rik		RIKEN cDNA 1810009A15 gene

		3		Crx		66276		0.686		0.81		0.667		0		0		3		0.721		1810009A15Rik		RIKEN cDNA 1810009A15 gene

		3		Nrl		66276		0.673		0.905		0.7		0		0		3		0.759		1810009A15Rik		RIKEN cDNA 1810009A15 gene

		3		Rho		66366		0.656		0		0		0		0.825		2		0.74		Ergic3		ERGIC and golgi 3				integral to membrane///membrane

		3		Crx		66366		0.686		0		0		0.8		0		2		0.743		Ergic3		ERGIC and golgi 3				integral to membrane///membrane

		3		Nrl		66366		0.705		0.762		0		0		0.809		3		0.759		Ergic3		ERGIC and golgi 3				integral to membrane///membrane

		3		Crx		66592		0		0		0.821		0.8		0		2		0.81		Stoml2		stomatin (Epb7.2)-like 2				cytoskeleton///membrane///mitochondrial inner membrane///mitochondrion

		3		Chx10		66592		0		0		0		0.8		0.674		2		0.737		Stoml2		stomatin (Epb7.2)-like 2				cytoskeleton///membrane///mitochondrial inner membrane///mitochondrion

		3		Rb1		66592		0		0.786		0.8		0		0		2		0.793		Stoml2		stomatin (Epb7.2)-like 2				cytoskeleton///membrane///mitochondrial inner membrane///mitochondrion

		3		Nr2e3		66690		0		0		0.7		0		0.764		2		0.732		4432406C05Rik		RIKEN cDNA 4432406C05 gene

		3		Rho		66690		0		0		0.9		0		0.847		2		0.874		4432406C05Rik		RIKEN cDNA 4432406C05 gene

		3		Nrl		66690		0		0		0.7		0		0.9		2		0.8		4432406C05Rik		RIKEN cDNA 4432406C05 gene

		3		Nrl		66706		0.659		0		0		0		0.718		2		0.688		4733401H18Rik		RIKEN cDNA 4733401H18 gene				nucleus

		3		Crx		66706		0.715		0		0.821		0		0		2		0.768		4733401H18Rik		RIKEN cDNA 4733401H18 gene				nucleus

		3		Rho		66706		0		0		0.7		0		0.702		2		0.701		4733401H18Rik		RIKEN cDNA 4733401H18 gene				nucleus

		3		Crx		66790		0.697		0		0.667		0		0		2		0.682		Grtp1		GH regulated TBC protein 1				extracellular region///hormone activity

		3		Nrl		66790		0.683		0		0.7		0		0.791		3		0.725		Grtp1		GH regulated TBC protein 1				extracellular region///hormone activity

		3		Rho		66790		0		0		0.9		0		0.838		2		0.869		Grtp1		GH regulated TBC protein 1				extracellular region///hormone activity

		3		Rho		66945		0		0		0		0.8		0.829		2		0.815		Sdha		succinate dehydrogenase complex, subunit A, flavoprotein (Fp)		Citrate cycle (TCA cycle)///Oxidative phosphorylation		FAD binding///disulfide oxidoreductase activity///electron transport///mitochondrial inner membrane///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on the CH-CH group of donors///succinate dehydrogenase (ubiquinone) activity///transport///tricarboxylic acid cycle

		3		Crx		66945		0		0.786		0.975		0		0		2		0.88		Sdha		succinate dehydrogenase complex, subunit A, flavoprotein (Fp)		Citrate cycle (TCA cycle)///Oxidative phosphorylation		FAD binding///disulfide oxidoreductase activity///electron transport///mitochondrial inner membrane///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on the CH-CH group of donors///succinate dehydrogenase (ubiquinone) activity///transport///tricarboxylic acid cycle

		3		Nrl		66945		0		0.881		0		0.7		0.864		3		0.815		Sdha		succinate dehydrogenase complex, subunit A, flavoprotein (Fp)		Citrate cycle (TCA cycle)///Oxidative phosphorylation		FAD binding///disulfide oxidoreductase activity///electron transport///mitochondrial inner membrane///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on the CH-CH group of donors///succinate dehydrogenase (ubiquinone) activity///transport///tricarboxylic acid cycle

		3		Nrl		66970		0		0.905		0		0		0.809		2		0.857		Ssbp2		single-stranded DNA binding protein 2				DNA binding///nucleus///protein binding///regulation of transcription, DNA-dependent///single-stranded DNA binding///transcription///transcription regulator activity

		3		Crx		66970		0		0.81		0.821		0		0		2		0.815		Ssbp2		single-stranded DNA binding protein 2				DNA binding///nucleus///protein binding///regulation of transcription, DNA-dependent///single-stranded DNA binding///transcription///transcription regulator activity

		3		Rho		66970		0		0		0.7		0.9		0.806		3		0.802		Ssbp2		single-stranded DNA binding protein 2				DNA binding///nucleus///protein binding///regulation of transcription, DNA-dependent///single-stranded DNA binding///transcription///transcription regulator activity

		3		Nr2e3		67010		0		0		0.8		0		0.818		2		0.809		Rbm7		RNA binding motif protein 7				RNA binding///meiosis///nucleic acid binding///nucleotide binding

		3		Rho		67010		0		0		0.9		0		0.747		2		0.824		Rbm7		RNA binding motif protein 7				RNA binding///meiosis///nucleic acid binding///nucleotide binding

		3		Nrl		67010		0		0		0.8		0		0.782		2		0.791		Rbm7		RNA binding motif protein 7				RNA binding///meiosis///nucleic acid binding///nucleotide binding

		3		Crx		67109		0		0.738		0		0.7		0		2		0.719		2210018M03Rik		RIKEN cDNA 2210018M03 gene				development///metal ion binding///zinc ion binding

		3		Nrl		67109		0		0.857		0.7		0		0		2		0.779		2210018M03Rik		RIKEN cDNA 2210018M03 gene				development///metal ion binding///zinc ion binding

		3		Nr2e3		67109		0		0		0.7		0		0.936		2		0.818		2210018M03Rik		RIKEN cDNA 2210018M03 gene				development///metal ion binding///zinc ion binding

		3		Nrl		67155		0		0.898		0		0.7		0		2		0.799		Smarca2		SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2				ATP binding///DNA binding///SWI/SNF complex///establishment and/or maintenance of chromatin architecture///helicase activity///negative regulation of cell proliferation///nucleic acid binding///nucleosome assembly///nucleus///protein binding

		3		Rho		67155		0		0		0.7		0.8		0		2		0.75		Smarca2		SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2				ATP binding///DNA binding///SWI/SNF complex///establishment and/or maintenance of chromatin architecture///helicase activity///negative regulation of cell proliferation///nucleic acid binding///nucleosome assembly///nucleus///protein binding

		3		Crx		67155		0		0.671		0.821		0		0		2		0.746		Smarca2		SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2				ATP binding///DNA binding///SWI/SNF complex///establishment and/or maintenance of chromatin architecture///helicase activity///negative regulation of cell proliferation///nucleic acid binding///nucleosome assembly///nucleus///protein binding

		3		Crx		67241		0		0		0.718		0.7		0		2		0.709		Smc6l1		SMC6 structural maintenance of chromosomes 6-like 1 (yeast)				hydrolase activity

		3		Chx10		67241		0		0.714		0		0.7		0		2		0.707		Smc6l1		SMC6 structural maintenance of chromosomes 6-like 1 (yeast)				hydrolase activity

		3		Rb1		67241		0		0.929		0.9		0		0		2		0.914		Smc6l1		SMC6 structural maintenance of chromosomes 6-like 1 (yeast)				hydrolase activity

		3		Nrl		67378		0.827		0		0		0		0.845		2		0.836		Bbs2		Bardet-Biedl syndrome 2 homolog (human)				adult behavior///cell adhesion///cellular component unknown///integrin complex///molecular function unknown///negative regulation of body size///photoreceptor maintenance///protein localization///sperm axoneme assembly

		3		Rho		67378		0.936		0		0.7		0		0.834		3		0.823		Bbs2		Bardet-Biedl syndrome 2 homolog (human)				adult behavior///cell adhesion///cellular component unknown///integrin complex///molecular function unknown///negative regulation of body size///photoreceptor maintenance///protein localization///sperm axoneme assembly

		3		Crx		67378		0.768		0		0.821		0		0		2		0.794		Bbs2		Bardet-Biedl syndrome 2 homolog (human)				adult behavior///cell adhesion///cellular component unknown///integrin complex///molecular function unknown///negative regulation of body size///photoreceptor maintenance///protein localization///sperm axoneme assembly

		3		Nrl		67749		0.838		0		0.7		0		0.945		3		0.828		4930583H14Rik		RIKEN cDNA 4930583H14 gene

		3		Rho		67749		0.762		0		0.9		0		0.925		3		0.862		4930583H14Rik		RIKEN cDNA 4930583H14 gene

		3		Crx		67749		0.819		0		0.667		0		0		2		0.743		4930583H14Rik		RIKEN cDNA 4930583H14 gene

		3		Nrl		67809		0		0.881		0		0.8		0		2		0.84		1200015F23Rik		RIKEN cDNA 1200015F23 gene

		3		Crx		67809		0		0.69		0.821		0		0		2		0.756		1200015F23Rik		RIKEN cDNA 1200015F23 gene

		3		Rho		67809		0		0		0.7		0.7		0		2		0.7		1200015F23Rik		RIKEN cDNA 1200015F23 gene

		3		Rho		67887		0.815		0		0		0		0.861		2		0.838		Tmem66		transmembrane protein 66				integral to membrane///membrane

		3		Nrl		67887		0.771		0.667		0		0		0.855		3		0.764		Tmem66		transmembrane protein 66				integral to membrane///membrane

		3		Crx		67887		0.665		0.81		0		0		0		2		0.737		Tmem66		transmembrane protein 66				integral to membrane///membrane

		3		Rho		68080		0		0		0.7		0.8		0		2		0.75		Atpbd1c		ATP binding domain 1 family, member C				ATP binding

		3		Nrl		68080		0		0.881		0		0.7		0		2		0.79		Atpbd1c		ATP binding domain 1 family, member C				ATP binding

		3		Crx		68080		0		0.69		0.821		0		0		2		0.756		Atpbd1c		ATP binding domain 1 family, member C				ATP binding

		3		Chx10		68342		0		0		0		1		0.679		2		0.839		Ndufb10		NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10		Oxidative phosphorylation		NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///mitochondrial inner membrane///mitochondrion///mitochondrion///oxidoreductase activity

		3		Crx		68342		0		0		0.821		1		0		2		0.91		Ndufb10		NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10		Oxidative phosphorylation		NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///mitochondrial inner membrane///mitochondrion///mitochondrion///oxidoreductase activity

		3		Rho		68342		0		0		0.7		0		0.724		2		0.712		Ndufb10		NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10		Oxidative phosphorylation		NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///mitochondrial inner membrane///mitochondrion///mitochondrion///oxidoreductase activity

		3		Crx		68592		0.74		0		0.872		0.8		0		3		0.804		Syf2		SYF2 homolog, RNA splicing factor (S. cerevisiae)				nucleus///protein binding

		3		Chx10		68592		0		0		0		0.8		0.779		2		0.79		Syf2		SYF2 homolog, RNA splicing factor (S. cerevisiae)				nucleus///protein binding

		3		Neurod1		68592		0.811		0.881		0		0		0		2		0.846		Syf2		SYF2 homolog, RNA splicing factor (S. cerevisiae)				nucleus///protein binding

		3		Nrl		68646		0		0		0.9		0		0.782		2		0.841		1110020G09Rik		RIKEN cDNA 1110020G09 gene				mitochondrion

		3		Rho		68646		0		0		1		0		0.802		2		0.901		1110020G09Rik		RIKEN cDNA 1110020G09 gene				mitochondrion

		3		Nr2e3		68646		0		0		0.9		0		0.655		2		0.777		1110020G09Rik		RIKEN cDNA 1110020G09 gene				mitochondrion

		3		Nrl		68728		0.845		0		0		0.8		0.791		3		0.812		Trp53inp2		tumor protein p53 inducible nuclear protein 2				nucleus

		3		Crx		68728		0.864		0		0.821		0		0		2		0.842		Trp53inp2		tumor protein p53 inducible nuclear protein 2				nucleus

		3		Rho		68728		0		0		0.7		0.7		0.743		3		0.714		Trp53inp2		tumor protein p53 inducible nuclear protein 2				nucleus

		3		Nrl		68734		0		0		1		0		0.736		2		0.868		1110034C04Rik		RIKEN cDNA 1110034C04 gene

		3		Nr2e3		68734		0		0		1		0		0.655		2		0.827		1110034C04Rik		RIKEN cDNA 1110034C04 gene

		3		Rho		68734		0		0		0.9		0		0.733		2		0.817		1110034C04Rik		RIKEN cDNA 1110034C04 gene

		3		Rho		68778		0		0		0		0.7		0.888		2		0.794		1110038D17Rik		RIKEN cDNA 1110038D17 gene

		3		Nrl		68778		0		0		0		0.8		0.882		2		0.841		1110038D17Rik		RIKEN cDNA 1110038D17 gene

		3		Crx		68778		0		0.857		0.975		0		0		2		0.916		1110038D17Rik		RIKEN cDNA 1110038D17 gene

		3		Crx		68918		0.879		0.738		0.821		0		0		3		0.813		1190005I06Rik		RIKEN cDNA 1190005I06 gene

		3		Nrl		68918		0.873		0.833		0		0.8		0		3		0.835		1190005I06Rik		RIKEN cDNA 1190005I06 gene

		3		Rho		68918		0.747		0		0.7		0.7		0		3		0.716		1190005I06Rik		RIKEN cDNA 1190005I06 gene

		3		Nrl		69046		0		0.738		0		0.7		0.836		3		0.758		Hbld2		HESB like domain containing 2				iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrion

		3		Rho		69046		0		0		0.7		0.8		0.87		3		0.79		Hbld2		HESB like domain containing 2				iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrion

		3		Crx		69046		0		0.857		0.975		0		0		2		0.916		Hbld2		HESB like domain containing 2				iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrion

		3		Crx		69090		0		0.857		0.821		0		0		2		0.839		Ascc1		activating signal cointegrator 1 complex subunit 1				cytoplasm///nucleic acid binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription coactivator activity///transcription factor complex

		3		Nrl		69090		0		0.929		0		0.7		0		2		0.814		Ascc1		activating signal cointegrator 1 complex subunit 1				cytoplasm///nucleic acid binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription coactivator activity///transcription factor complex

		3		Rho		69090		0		0		0.7		0.8		0		2		0.75		Ascc1		activating signal cointegrator 1 complex subunit 1				cytoplasm///nucleic acid binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription coactivator activity///transcription factor complex

		3		Nr2e3		69181		0.79		0		1		0		0		2		0.895		Dyrk2		dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 2				ATP binding///cytoplasm///kinase activity///nucleotide binding///peptidyl-tyrosine phosphorylation///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		3		Nrl		69181		0.828		0		1		0		0		2		0.914		Dyrk2		dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 2				ATP binding///cytoplasm///kinase activity///nucleotide binding///peptidyl-tyrosine phosphorylation///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		3		Rho		69181		0.733		0		0.9		0		0		2		0.816		Dyrk2		dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 2				ATP binding///cytoplasm///kinase activity///nucleotide binding///peptidyl-tyrosine phosphorylation///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		3		Rho		69190		0		0		0.7		0		0.856		2		0.778		Dym		dymeclin				biological process unknown///cellular component unknown///integral to membrane///membrane///molecular function unknown

		3		Crx		69190		0		0.667		0.821		0		0		2		0.744		Dym		dymeclin				biological process unknown///cellular component unknown///integral to membrane///membrane///molecular function unknown

		3		Nrl		69190		0		0.857		0		0.9		0.882		3		0.88		Dym		dymeclin				biological process unknown///cellular component unknown///integral to membrane///membrane///molecular function unknown

		3		Neurod1		69742		0.766		0		0.7		0		0		2		0.733		Tm2d2		TM2 domain containing 2				extracellular space///integral to membrane

		3		Nrl		69742		0.919		0.905		0		0		0		2		0.912		Tm2d2		TM2 domain containing 2				extracellular space///integral to membrane

		3		Crx		69742		0.919		0.976		0		0		0		2		0.948		Tm2d2		TM2 domain containing 2				extracellular space///integral to membrane

		3		Crx		71492		0.681		0		0.667		0		0		2		0.674		Bbs7		Bardet-Biedl syndrome 7				biological process unknown///cellular component unknown///molecular function unknown

		3		Nrl		71492		0.653		0		0.9		0		0.973		3		0.842		Bbs7		Bardet-Biedl syndrome 7				biological process unknown///cellular component unknown///molecular function unknown

		3		Rho		71492		0		0		1		0		0.934		2		0.967		Bbs7		Bardet-Biedl syndrome 7				biological process unknown///cellular component unknown///molecular function unknown

		3		Crx		71538		0.841		0.69		0.975		0		0		3		0.836		Fbxo9		f-box only protein 9				binding///protein modification///protein ubiquitination///ubiquitin cycle///ubiquitin ligase complex///ubiquitin-protein ligase activity

		3		Rho		71538		0.772		0		0.7		1		0		3		0.824		Fbxo9		f-box only protein 9				binding///protein modification///protein ubiquitination///ubiquitin cycle///ubiquitin ligase complex///ubiquitin-protein ligase activity

		3		Nrl		71538		0.886		0.881		0		0		0		2		0.883		Fbxo9		f-box only protein 9				binding///protein modification///protein ubiquitination///ubiquitin cycle///ubiquitin ligase complex///ubiquitin-protein ligase activity

		3		Nr2e3		71648		0		0		0.7		0		0.709		2		0.705		Optn		optineurin				Golgi stack///biological process unknown///cellular component unknown///molecular function unknown

		3		Nrl		71648		0		0		0.7		0		0.918		2		0.809		Optn		optineurin				Golgi stack///biological process unknown///cellular component unknown///molecular function unknown

		3		Rho		71648		0		0		0.9		0		0.925		2		0.912		Optn		optineurin				Golgi stack///biological process unknown///cellular component unknown///molecular function unknown

		3		Nrl		72003		0		0		0.9		0		0.873		2		0.886		Synpr		synaptoporin				extracellular space///integral to membrane///integral to synaptic vesicle membrane///membrane///synapse///synaptic vesicle///synaptosome///transport///transporter activity

		3		Nr2e3		72003		0		0		0.9		0		0.718		2		0.809		Synpr		synaptoporin				extracellular space///integral to membrane///integral to synaptic vesicle membrane///membrane///synapse///synaptic vesicle///synaptosome///transport///transporter activity

		3		Rho		72003		0		0		1		0		0.92		2		0.96		Synpr		synaptoporin				extracellular space///integral to membrane///integral to synaptic vesicle membrane///membrane///synapse///synaptic vesicle///synaptosome///transport///transporter activity

		3		Crx		72199		0.842		0		0.821		0		0		2		0.831		Mms19l		MMS19 (MET18 S. cerevisiae)-like				DNA repair///binding///nucleus///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription

		3		Nrl		72199		0.779		0.69		0		0		0.764		3		0.744		Mms19l		MMS19 (MET18 S. cerevisiae)-like				DNA repair///binding///nucleus///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription

		3		Rho		72199		0		0		0.7		0		0.784		2		0.742		Mms19l		MMS19 (MET18 S. cerevisiae)-like				DNA repair///binding///nucleus///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription

		3		Nrl		72313		0		0.868		0		0.8		0		2		0.834		2510002A14Rik		RIKEN cDNA 2510002A14 gene				protein binding

		3		Crx		72313		0		0.663		0.821		0		0		2		0.742		2510002A14Rik		RIKEN cDNA 2510002A14 gene				protein binding

		3		Rho		72313		0		0		0.7		0.7		0		2		0.7		2510002A14Rik		RIKEN cDNA 2510002A14 gene				protein binding

		3		Nrl		72599		0		0.857		0		0.8		0		2		0.829		Pdia5		protein disulfide isomerase associated 5				arsenate reductase (thioredoxin) activity///electron transport///electron transporter activity///endoplasmic reticulum///extracellular space///isomerase activity///protein disulfide isomerase activity///protein folding///response to stress

		3		Rho		72599		0		0		0.7		0.7		0		2		0.7		Pdia5		protein disulfide isomerase associated 5				arsenate reductase (thioredoxin) activity///electron transport///electron transporter activity///endoplasmic reticulum///extracellular space///isomerase activity///protein disulfide isomerase activity///protein folding///response to stress

		3		Crx		72599		0		0.667		0.821		0		0		2		0.744		Pdia5		protein disulfide isomerase associated 5				arsenate reductase (thioredoxin) activity///electron transport///electron transporter activity///endoplasmic reticulum///extracellular space///isomerase activity///protein disulfide isomerase activity///protein folding///response to stress

		3		Rho		72674		0		0		0.7		0		0.834		2		0.767		Adipor1		adiponectin receptor 1		Adipocytokine signaling pathway		fatty acid metabolism///fatty acid oxidation///identical protein binding///integral to membrane///integral to membrane///lipid metabolism///membrane///protein binding///protein heterodimerization activity///receptor activity

		3		Nrl		72674		0.8		0		0		0		0.855		2		0.827		Adipor1		adiponectin receptor 1		Adipocytokine signaling pathway		fatty acid metabolism///fatty acid oxidation///identical protein binding///integral to membrane///integral to membrane///lipid metabolism///membrane///protein binding///protein heterodimerization activity///receptor activity

		3		Crx		72674		0.85		0		0.821		0		0		2		0.836		Adipor1		adiponectin receptor 1		Adipocytokine signaling pathway		fatty acid metabolism///fatty acid oxidation///identical protein binding///integral to membrane///integral to membrane///lipid metabolism///membrane///protein binding///protein heterodimerization activity///receptor activity

		3		Crx		72736		0.865		0.929		0.821		0.7		0		4		0.829		Txndc1		thioredoxin domain containing 1				electron transport///electron transporter activity///endoplasmic reticulum///integral to membrane///membrane///transport

		3		Nrl		72736		0.915		0.857		0		0		0		2		0.886		Txndc1		thioredoxin domain containing 1				electron transport///electron transporter activity///endoplasmic reticulum///integral to membrane///membrane///transport

		3		Rho		72736		0.876		0		0.7		0		0		2		0.788		Txndc1		thioredoxin domain containing 1				electron transport///electron transporter activity///endoplasmic reticulum///integral to membrane///membrane///transport

		3		Crx		72857		0		0.671		0.667		0		0		2		0.669		2900006A08Rik		RIKEN cDNA 2900006A08 gene

		3		Nrl		72857		0		0.898		0.7		0		0		2		0.799		2900006A08Rik		RIKEN cDNA 2900006A08 gene

		3		Rho		72857		0		0		0.9		0.9		0		2		0.9		2900006A08Rik		RIKEN cDNA 2900006A08 gene

		3		Crx		72930		0		0.905		0.667		0		0		2		0.786		Ppp2r2b		protein phosphatase 2 (formerly 2A), regulatory subunit B (PR 52), beta isoform		Long-term depression///Tight junction///Wnt signaling pathway		protein phosphatase type 2A complex///protein phosphatase type 2A regulator activity///signal transduction

		3		Rho		72930		0		0		1		0		0.752		2		0.876		Ppp2r2b		protein phosphatase 2 (formerly 2A), regulatory subunit B (PR 52), beta isoform		Long-term depression///Tight junction///Wnt signaling pathway		protein phosphatase type 2A complex///protein phosphatase type 2A regulator activity///signal transduction

		3		Nrl		72930		0		0.667		0.9		0		0.736		3		0.768		Ppp2r2b		protein phosphatase 2 (formerly 2A), regulatory subunit B (PR 52), beta isoform		Long-term depression///Tight junction///Wnt signaling pathway		protein phosphatase type 2A complex///protein phosphatase type 2A regulator activity///signal transduction

		3		Crx		73660		0.792		0		0.667		0		0		2		0.73		Cabp4		calcium binding protein 4				calcium ion binding///ciliary or flagellar motility///flagellum (sensu Bacteria)

		3		Rho		73660		0.825		0		0.9		0		0		2		0.863		Cabp4		calcium binding protein 4				calcium ion binding///ciliary or flagellar motility///flagellum (sensu Bacteria)

		3		Nrl		73660		0.823		0		0.7		0		0		2		0.762		Cabp4		calcium binding protein 4				calcium ion binding///ciliary or flagellar motility///flagellum (sensu Bacteria)

		3		Rb1		73834		0		0		0.718		0		0.736		2		0.727		Atp6v1d		ATPase, H+ transporting, lysosomal V1 subunit D		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///ion transport///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport

		3		Nrl		73834		0		0		0		1		0.909		2		0.955		Atp6v1d		ATPase, H+ transporting, lysosomal V1 subunit D		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///ion transport///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport

		3		Chx10		73834		0		0		0.667		0		0.765		2		0.716		Atp6v1d		ATPase, H+ transporting, lysosomal V1 subunit D		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///ion transport///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport

		3		Crx		73873		0.737		0		0.667		0		0		2		0.702		4930430E16Rik		RIKEN cDNA 4930430E16 gene

		3		Rho		73873		0		0		1		0		0.97		2		0.985		4930430E16Rik		RIKEN cDNA 4930430E16 gene

		3		Nrl		73873		0.751		0		0.9		0		0.918		3		0.856		4930430E16Rik		RIKEN cDNA 4930430E16 gene

		3		Neurod1		74325		0.863		0		0		0.7		0		2		0.782		Cltb		clathrin, light polypeptide (Lcb)		Huntington's disease		biological process unknown///calcium ion binding///clathrin vesicle coat///coated pit///intracellular protein transport

		3		Otx2		74325		0.73		0		0.9		0		0		2		0.815		Cltb		clathrin, light polypeptide (Lcb)		Huntington's disease		biological process unknown///calcium ion binding///clathrin vesicle coat///coated pit///intracellular protein transport

		3		Rb1		74325		0		0.714		0		0.9		0		2		0.807		Cltb		clathrin, light polypeptide (Lcb)		Huntington's disease		biological process unknown///calcium ion binding///clathrin vesicle coat///coated pit///intracellular protein transport

		3		Rho		74443		0.768		0		0.9		0		0.884		3		0.851		4933406E20Rik		RIKEN cDNA 4933406E20 gene		Diterpenoid biosynthesis		L-ascorbic acid binding///calcium ion binding///endoplasmic reticulum///iron ion binding///metal ion binding///oxidoreductase activity///oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors///oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen///protein metabolism///zinc ion binding

		3		Nrl		74443		0.726		0		0.7		0		0.945		3		0.791		4933406E20Rik		RIKEN cDNA 4933406E20 gene		Diterpenoid biosynthesis		L-ascorbic acid binding///calcium ion binding///endoplasmic reticulum///iron ion binding///metal ion binding///oxidoreductase activity///oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors///oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen///protein metabolism///zinc ion binding

		3		Crx		74443		0.694		0		0.667		0		0		2		0.681		4933406E20Rik		RIKEN cDNA 4933406E20 gene		Diterpenoid biosynthesis		L-ascorbic acid binding///calcium ion binding///endoplasmic reticulum///iron ion binding///metal ion binding///oxidoreductase activity///oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors///oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen///protein metabolism///zinc ion binding

		3		Crx		74776		0		0.874		0.667		0		0		2		0.771		Ppa2		pyrophosphatase (inorganic) 2		Oxidative phosphorylation		cytoplasm///extracellular space///hydrolase activity///inorganic diphosphatase activity///magnesium ion binding///metabolism///metal ion binding///mitochondrion///phosphate metabolism///protein prenylation///protein prenyltransferase activity///pyrophosphatase activity

		3		Nrl		74776		0		0.719		0.9		0		0.891		3		0.836		Ppa2		pyrophosphatase (inorganic) 2		Oxidative phosphorylation		cytoplasm///extracellular space///hydrolase activity///inorganic diphosphatase activity///magnesium ion binding///metabolism///metal ion binding///mitochondrion///phosphate metabolism///protein prenylation///protein prenyltransferase activity///pyrophosphatase activity

		3		Rho		74776		0		0		1		0		0.92		2		0.96		Ppa2		pyrophosphatase (inorganic) 2		Oxidative phosphorylation		cytoplasm///extracellular space///hydrolase activity///inorganic diphosphatase activity///magnesium ion binding///metabolism///metal ion binding///mitochondrion///phosphate metabolism///protein prenylation///protein prenyltransferase activity///pyrophosphatase activity

		3		Nrl		75612		0		0		0		0.7		0.909		2		0.805		Gns		glucosamine (N-acetyl)-6-sulfatase				N-acetylglucosamine-6-sulfatase activity///metabolism///sulfuric ester hydrolase activity

		3		Rb1		75612		0		0		0.9		0		0.691		2		0.795		Gns		glucosamine (N-acetyl)-6-sulfatase				N-acetylglucosamine-6-sulfatase activity///metabolism///sulfuric ester hydrolase activity

		3		Rho		75612		0		0		0		0.8		0.879		2		0.84		Gns		glucosamine (N-acetyl)-6-sulfatase				N-acetylglucosamine-6-sulfatase activity///metabolism///sulfuric ester hydrolase activity

		3		Rho		75725		0		0		0.9		0		0.793		2		0.846		Phf14		PHD finger protein 14				metal ion binding///protein binding///regulation of transcription, DNA-dependent///zinc ion binding

		3		Nrl		75725		0		0		0.7		0		0.782		2		0.741		Phf14		PHD finger protein 14				metal ion binding///protein binding///regulation of transcription, DNA-dependent///zinc ion binding

		3		Nr2e3		75725		0		0		0.7		0		0.655		2		0.677		Phf14		PHD finger protein 14				metal ion binding///protein binding///regulation of transcription, DNA-dependent///zinc ion binding

		3		Nrl		75953		0.808		0		1		0		0.827		3		0.878		Samd7		sterile alpha motif domain containing 7

		3		Nr2e3		75953		0.846		0		1		0		0		2		0.923		Samd7		sterile alpha motif domain containing 7

		3		Rho		75953		0		0		0.9		0		0.788		2		0.844		Samd7		sterile alpha motif domain containing 7

		3		Rho		76219		0		0		0.9		0.7		0		2		0.8		6530401D17Rik		RIKEN cDNA 6530401D17 gene		Lysine degradation///Biotin metabolism

		3		Nrl		76219		0		0.833		0.7		0.8		0		3		0.778		6530401D17Rik		RIKEN cDNA 6530401D17 gene		Lysine degradation///Biotin metabolism

		3		Crx		76219		0		0.976		0.667		0		0		2		0.822		6530401D17Rik		RIKEN cDNA 6530401D17 gene		Lysine degradation///Biotin metabolism

		3		Crx		76257		0.9		0		0.821		0		0		2		0.861		Slc38a3		solute carrier family 38, member 3				L-glutamine transport///L-glutamine transporter activity///L-histidine transport///L-histidine transporter activity///amino acid transport///amino acid transporter activity///amino acid-polyamine transporter activity///antiporter activity///integral to membrane///integral to plasma membrane///ion transport///membrane///sodium ion binding///sodium ion transport///symporter activity///transport

		3		Rho		76257		0.873		0		0.7		0		0.98		3		0.851		Slc38a3		solute carrier family 38, member 3				L-glutamine transport///L-glutamine transporter activity///L-histidine transport///L-histidine transporter activity///amino acid transport///amino acid transporter activity///amino acid-polyamine transporter activity///antiporter activity///integral to membrane///integral to plasma membrane///ion transport///membrane///sodium ion binding///sodium ion transport///symporter activity///transport

		3		Nrl		76257		0.945		0		0		0		0.964		2		0.954		Slc38a3		solute carrier family 38, member 3				L-glutamine transport///L-glutamine transporter activity///L-histidine transport///L-histidine transporter activity///amino acid transport///amino acid transporter activity///amino acid-polyamine transporter activity///antiporter activity///integral to membrane///integral to plasma membrane///ion transport///membrane///sodium ion binding///sodium ion transport///symporter activity///transport

		3		Nrl		77053		0		0.659		0		0		0.827		2		0.743		Unc84a		unc-84 homolog A (C. elegans)				cytoplasm///integral to membrane///membrane///nucleic acid binding///nucleolus///nucleus///protein binding///zinc ion binding

		3		Crx		77053		0		0.874		0		0.8		0		2		0.837		Unc84a		unc-84 homolog A (C. elegans)				cytoplasm///integral to membrane///membrane///nucleic acid binding///nucleolus///nucleus///protein binding///zinc ion binding

		3		Rb1		77053		0		0		0.9		0		0.773		2		0.836		Unc84a		unc-84 homolog A (C. elegans)				cytoplasm///integral to membrane///membrane///nucleic acid binding///nucleolus///nucleus///protein binding///zinc ion binding

		3		Crx		77975		0		0.667		0.821		0		0		2		0.744		Tmem50b		transmembrane protein 50B				integral to membrane///membrane

		3		Rho		77975		0		0		0.9		0.7		0		2		0.8		Tmem50b		transmembrane protein 50B				integral to membrane///membrane

		3		Nrl		77975		0		0.857		0.8		0.8		0.736		4		0.798		Tmem50b		transmembrane protein 50B				integral to membrane///membrane

		3		Crx		78656		0		0		0.947		0.9		0		2		0.924		Brd8		bromodomain containing 8				chromatin modification///nucleus///regulation of cell growth///regulation of transcription, DNA-dependent///transcription

		3		Rb1		78656		0		0		0.667		0		0.736		2		0.702		Brd8		bromodomain containing 8				chromatin modification///nucleus///regulation of cell growth///regulation of transcription, DNA-dependent///transcription

		3		Chx10		78656		0		0		0		0.9		0.656		2		0.778		Brd8		bromodomain containing 8				chromatin modification///nucleus///regulation of cell growth///regulation of transcription, DNA-dependent///transcription

		3		Rho		78830		0.659		0		1		0		0		2		0.829		Slc25a12		solute carrier family 25 (mitochondrial carrier, Aralar), member 12				binding///calcium ion binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial inner membrane///mitochondrial inner membrane///mitochondrion///transport///transporter activity

		3		Crx		78830		0.652		0		0.667		0		0		2		0.659		Slc25a12		solute carrier family 25 (mitochondrial carrier, Aralar), member 12				binding///calcium ion binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial inner membrane///mitochondrial inner membrane///mitochondrion///transport///transporter activity

		3		Nrl		78830		0.68		0		0.9		0		0		2		0.79		Slc25a12		solute carrier family 25 (mitochondrial carrier, Aralar), member 12				binding///calcium ion binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial inner membrane///mitochondrial inner membrane///mitochondrion///transport///transporter activity

		3		Chx10		83410		0		0.667		0		0.9		0		2		0.783		Cstf2t		cleavage stimulation factor, 3' pre-RNA subunit 2, tau				RNA binding///cellular component unknown///mRNA polyadenylylation///mRNA processing///nucleic acid binding///nucleus///protein binding

		3		Crx		83410		0		0		0.872		0.9		0		2		0.886		Cstf2t		cleavage stimulation factor, 3' pre-RNA subunit 2, tau				RNA binding///cellular component unknown///mRNA polyadenylylation///mRNA processing///nucleic acid binding///nucleus///protein binding

		3		Rb1		83410		0		0.881		0.7		0		0		2		0.79		Cstf2t		cleavage stimulation factor, 3' pre-RNA subunit 2, tau				RNA binding///cellular component unknown///mRNA polyadenylylation///mRNA processing///nucleic acid binding///nucleus///protein binding

		3		Nrl		83603		0.947		0		0		0		0.973		2		0.96		Elovl4		elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 4				endoplasmic reticulum///fatty acid biosynthesis///integral to membrane///lipid biosynthesis///membrane

		3		Rho		83603		0.707		0		0.7		0		0.989		3		0.798		Elovl4		elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 4				endoplasmic reticulum///fatty acid biosynthesis///integral to membrane///lipid biosynthesis///membrane

		3		Crx		83603		0.935		0		0.821		0		0		2		0.878		Elovl4		elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 4				endoplasmic reticulum///fatty acid biosynthesis///integral to membrane///lipid biosynthesis///membrane

		3		Otx2		94275		0.679		0		0.9		0		0		2		0.79		Maged1		melanoma antigen, family D, 1				cellular component unknown///protein binding///regulation of transcription from RNA polymerase II promoter///transcription coactivator activity

		3		Chx10		94275		0		0.786		0		0.8		0		2		0.793		Maged1		melanoma antigen, family D, 1				cellular component unknown///protein binding///regulation of transcription from RNA polymerase II promoter///transcription coactivator activity

		3		Rb1		94275		0		0.857		0.9		0		0		2		0.879		Maged1		melanoma antigen, family D, 1				cellular component unknown///protein binding///regulation of transcription from RNA polymerase II promoter///transcription coactivator activity

		3		Rho		96957		0		0		0.975		0		0.825		2		0.9		Tmem62		transmembrane protein 62				hydrolase activity///integral to membrane

		3		Nr2e3		96957		0		0		0.821		0		0.655		2		0.738		Tmem62		transmembrane protein 62				hydrolase activity///integral to membrane

		3		Nrl		96957		0		0		0.821		0.9		0.782		3		0.834		Tmem62		transmembrane protein 62				hydrolase activity///integral to membrane

		3		Nrl		97212		0		0		0.7		0		0.709		2		0.705		Hadha		hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional protein), alpha subunit		Fatty acid elongation in mitochondria///Tryptophan metabolism///Caprolactam degradation///Valine, leucine and isoleucine degradation///Lysine degradation///Propanoate metabolism///Butanoate metabolism///Fatty acid metabolism///beta-Alanine metabolism///Limonene and pinene degradation///Benzoate degradation via CoA ligation		enoyl-CoA hydratase activity///fatty acid beta-oxidation///long-chain-3-hydroxyacyl-CoA dehydrogenase activity///mitochondrial inner membrane///mitochondrion///mitochondrion

		3		Nr2e3		97212		0		0		0.7		0		0.855		2		0.777		Hadha		hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional protein), alpha subunit		Fatty acid elongation in mitochondria///Tryptophan metabolism///Caprolactam degradation///Valine, leucine and isoleucine degradation///Lysine degradation///Propanoate metabolism///Butanoate metabolism///Fatty acid metabolism///beta-Alanine metabolism///Limonene and pinene degradation///Benzoate degradation via CoA ligation		enoyl-CoA hydratase activity///fatty acid beta-oxidation///long-chain-3-hydroxyacyl-CoA dehydrogenase activity///mitochondrial inner membrane///mitochondrion///mitochondrion

		3		Rho		97212		0		0		0.9		0		0.661		2		0.78		Hadha		hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional protein), alpha subunit		Fatty acid elongation in mitochondria///Tryptophan metabolism///Caprolactam degradation///Valine, leucine and isoleucine degradation///Lysine degradation///Propanoate metabolism///Butanoate metabolism///Fatty acid metabolism///beta-Alanine metabolism///Limonene and pinene degradation///Benzoate degradation via CoA ligation		enoyl-CoA hydratase activity///fatty acid beta-oxidation///long-chain-3-hydroxyacyl-CoA dehydrogenase activity///mitochondrial inner membrane///mitochondrion///mitochondrion

		3		Crx		98667		0		0.905		0.821		0		0		2		0.863		AW112037		expressed sequence AW112037

		3		Nrl		98667		0.683		0.905		0		0.8		0		3		0.796		AW112037		expressed sequence AW112037

		3		Rho		98667		0.681		0		0.7		0.7		0		3		0.694		AW112037		expressed sequence AW112037

		3		Nr2e3		102105		0		0		0.8		0		0.729		2		0.764		AI481772		expressed sequence AI481772

		3		Nrl		102105		0		0		0.8		0		0.888		2		0.844		AI481772		expressed sequence AI481772

		3		Rho		102105		0		0		0.9		0		0.945		2		0.923		AI481772		expressed sequence AI481772

		3		Rho		103967		0		0		0.9		0		0.961		2		0.931		Dnm3		dynamin 3				biological process unknown///mitochondrion///molecular function unknown

		3		Nrl		103967		0		0		0.7		0		0.918		2		0.809		Dnm3		dynamin 3				biological process unknown///mitochondrion///molecular function unknown

		3		Nr2e3		103967		0		0		0.7		0		0.727		2		0.714		Dnm3		dynamin 3				biological process unknown///mitochondrion///molecular function unknown

		3		Nrl		104069		0.812		0.833		0.9		0.8		0		4		0.836		Sncb		synuclein, beta				cytoplasm///dopamine metabolism///mitochondrion///synaptosome

		3		Nr2e3		104069		0.652		0		0.9		0		0		2		0.776		Sncb		synuclein, beta				cytoplasm///dopamine metabolism///mitochondrion///synaptosome

		3		Rho		104069		0		0		0.8		0.7		0		2		0.75		Sncb		synuclein, beta				cytoplasm///dopamine metabolism///mitochondrion///synaptosome

		3		Rho		104444		0		0		1		0.8		0		2		0.9		Rexo2		REX2, RNA exonuclease 2 homolog (S. cerevisiae)				3'-5' exonuclease activity///3'-5' exonuclease activity///exonuclease activity///hydrolase activity///intracellular///manganese ion binding///mitochondrion///mitochondrion///nuclease activity///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///nucleotide metabolism///nucleus

		3		Crx		104444		0		0.786		0.667		0		0		2		0.726		Rexo2		REX2, RNA exonuclease 2 homolog (S. cerevisiae)				3'-5' exonuclease activity///3'-5' exonuclease activity///exonuclease activity///hydrolase activity///intracellular///manganese ion binding///mitochondrion///mitochondrion///nuclease activity///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///nucleotide metabolism///nucleus

		3		Nrl		104444		0		0.833		0.9		0.7		0		3		0.811		Rexo2		REX2, RNA exonuclease 2 homolog (S. cerevisiae)				3'-5' exonuclease activity///3'-5' exonuclease activity///exonuclease activity///hydrolase activity///intracellular///manganese ion binding///mitochondrion///mitochondrion///nuclease activity///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///nucleotide metabolism///nucleus

		3		Rho		107197		0		0		0.9		0.7		0		2		0.8		AI462493		expressed sequence AI462493

		3		Nrl		107197		0		0.905		0.7		0.8		0		3		0.802		AI462493		expressed sequence AI462493

		3		Crx		107197		0		0.81		0.667		0		0		2		0.738		AI462493		expressed sequence AI462493

		3		Nrl		107305		0		0.905		0.7		0		0		2		0.802		Vps37c		vacuolar protein sorting 37C (yeast)

		3		Crx		107305		0		0.81		0.667		0		0		2		0.738		Vps37c		vacuolar protein sorting 37C (yeast)

		3		Rho		107305		0		0		0.9		0.9		0		2		0.9		Vps37c		vacuolar protein sorting 37C (yeast)

		3		Nrl		107767		0.813		0		0		0.9		0.845		3		0.853		Scamp1		secretory carrier membrane protein 1				exocytosis///integral to membrane///membrane///protein transport///synaptic vesicle///synaptic vesicle membrane///transport///zymogen granule membrane

		3		Rho		107767		0		0		0.7		0		0.779		2		0.74		Scamp1		secretory carrier membrane protein 1				exocytosis///integral to membrane///membrane///protein transport///synaptic vesicle///synaptic vesicle membrane///transport///zymogen granule membrane

		3		Crx		107767		0.883		0		0.821		0		0		2		0.852		Scamp1		secretory carrier membrane protein 1				exocytosis///integral to membrane///membrane///protein transport///synaptic vesicle///synaptic vesicle membrane///transport///zymogen granule membrane

		3		Nrl		108058		0.72		0.81		1		0		0.927		4		0.864		Camk2d		calcium/calmodulin-dependent protein kinase II, delta		Wnt signaling pathway///Long-term potentiation///Calcium signaling pathway		ATP binding///G1/S transition of mitotic cell cycle///calcium ion transport///kinase activity///nucleotide binding///protein amino acid autophosphorylation///protein serine/threonine kinase activity///transferase activity

		3		Nr2e3		108058		0.696		0		1		0		0		2		0.848		Camk2d		calcium/calmodulin-dependent protein kinase II, delta		Wnt signaling pathway///Long-term potentiation///Calcium signaling pathway		ATP binding///G1/S transition of mitotic cell cycle///calcium ion transport///kinase activity///nucleotide binding///protein amino acid autophosphorylation///protein serine/threonine kinase activity///transferase activity

		3		Rho		108058		0.847		0		0.9		1		0.916		4		0.916		Camk2d		calcium/calmodulin-dependent protein kinase II, delta		Wnt signaling pathway///Long-term potentiation///Calcium signaling pathway		ATP binding///G1/S transition of mitotic cell cycle///calcium ion transport///kinase activity///nucleotide binding///protein amino acid autophosphorylation///protein serine/threonine kinase activity///transferase activity

		3		Nr2e3		108115		0		0		0.9		0		0.718		2		0.809		Slco4a1		solute carrier organic anion transporter family, member 4a1				biological process unknown///cellular component unknown///integral to membrane///ion transport///membrane///molecular function unknown///transport///transporter activity

		3		Nrl		108115		0		0		0.9		0		0.891		2		0.895		Slco4a1		solute carrier organic anion transporter family, member 4a1				biological process unknown///cellular component unknown///integral to membrane///ion transport///membrane///molecular function unknown///transport///transporter activity

		3		Rho		108115		0		0		1		0		0.952		2		0.976		Slco4a1		solute carrier organic anion transporter family, member 4a1				biological process unknown///cellular component unknown///integral to membrane///ion transport///membrane///molecular function unknown///transport///transporter activity

		3		Nrl		109778		0		0.905		0.9		0		0		2		0.902		Blvra		biliverdin reductase A		Porphyrin and chlorophyll metabolism		biliverdin reductase activity///biliverdin reductase activity///electron transport///heme catabolism///metabolism///metal ion binding///nucleotide binding///oxidoreductase activity///soluble fraction///zinc ion binding

		3		Rho		109778		0		0		1		0.7		0		2		0.85		Blvra		biliverdin reductase A		Porphyrin and chlorophyll metabolism		biliverdin reductase activity///biliverdin reductase activity///electron transport///heme catabolism///metabolism///metal ion binding///nucleotide binding///oxidoreductase activity///soluble fraction///zinc ion binding

		3		Crx		109778		0		0.81		0.667		0		0		2		0.738		Blvra		biliverdin reductase A		Porphyrin and chlorophyll metabolism		biliverdin reductase activity///biliverdin reductase activity///electron transport///heme catabolism///metabolism///metal ion binding///nucleotide binding///oxidoreductase activity///soluble fraction///zinc ion binding

		3		Nr2e3		170677		0.794		0		0.8		0		0		2		0.797		Pcdh21		protocadherin 21				calcium ion binding///cellular physiological process///extracellular space///homophilic cell adhesion///integral to membrane///integral to plasma membrane///membrane///photoreceptor maintenance///receptor activity

		3		Rho		170677		0.659		0		0.9		0		0.852		3		0.803		Pcdh21		protocadherin 21				calcium ion binding///cellular physiological process///extracellular space///homophilic cell adhesion///integral to membrane///integral to plasma membrane///membrane///photoreceptor maintenance///receptor activity

		3		Nrl		170677		0.85		0		0.8		0		0.864		3		0.838		Pcdh21		protocadherin 21				calcium ion binding///cellular physiological process///extracellular space///homophilic cell adhesion///integral to membrane///integral to plasma membrane///membrane///photoreceptor maintenance///receptor activity

		3		Nr2e3		171543		0		0		0.9		0		0.736		2		0.818		Bmf		Bcl2 modifying factor				actin cytoskeleton///apoptosis///cytoplasm///protein binding///regulation of apoptosis

		3		Rho		171543		0		0		0.8		0		0.838		2		0.819		Bmf		Bcl2 modifying factor				actin cytoskeleton///apoptosis///cytoplasm///protein binding///regulation of apoptosis

		3		Nrl		171543		0		0		0.9		0		0.791		2		0.845		Bmf		Bcl2 modifying factor				actin cytoskeleton///apoptosis///cytoplasm///protein binding///regulation of apoptosis

		3		Rb1		193742		0		0		0.975		0		0.809		2		0.892		Bat5		HLA-B associated transcript 5

		3		Rho		193742		0		0		0		0.7		0.98		2		0.84		Bat5		HLA-B associated transcript 5

		3		Nrl		193742		0		0.857		0		0.8		0.936		3		0.865		Bat5		HLA-B associated transcript 5

		3		Nrl		193813		0		0.738		0		0.7		0.655		3		0.698		Mcfd2		multiple coagulation factor deficiency 2				ER to Golgi vesicle-mediated transport///Golgi stack///calcium ion binding///carboxylic acid metabolism///endoplasmic reticulum///extracellular region///molecular function unknown///protein transport///transport

		3		Rho		193813		0		0		0.667		0.8		0		2		0.733		Mcfd2		multiple coagulation factor deficiency 2				ER to Golgi vesicle-mediated transport///Golgi stack///calcium ion binding///carboxylic acid metabolism///endoplasmic reticulum///extracellular region///molecular function unknown///protein transport///transport

		3		Crx		193813		0		0.81		1		0		0		2		0.905		Mcfd2		multiple coagulation factor deficiency 2				ER to Golgi vesicle-mediated transport///Golgi stack///calcium ion binding///carboxylic acid metabolism///endoplasmic reticulum///extracellular region///molecular function unknown///protein transport///transport

		3		Rho		208258		0		0		0.9		0		0.943		2		0.922		Ankrd33		ankyrin repeat domain 33				DNA binding///regulation of transcription, DNA-dependent///transcription factor activity

		3		Crx		208258		0.859		0		0.667		0		0		2		0.763		Ankrd33		ankyrin repeat domain 33				DNA binding///regulation of transcription, DNA-dependent///transcription factor activity

		3		Nrl		208258		0.824		0		0.7		0		0.982		3		0.835		Ankrd33		ankyrin repeat domain 33				DNA binding///regulation of transcription, DNA-dependent///transcription factor activity

		3		Crx		211255		0.834		0		0.975		0		0		2		0.905		Kbtbd7		kelch repeat and BTB (POZ) domain containing 7

		3		Rho		211255		0		0		0.7		0		0.834		2		0.767		Kbtbd7		kelch repeat and BTB (POZ) domain containing 7

		3		Nrl		211255		0.792		0		0		0		0.827		2		0.81		Kbtbd7		kelch repeat and BTB (POZ) domain containing 7

		3		Nrl		211673		0		0.838		0.821		0.7		0		3		0.786		Arfgef1		ADP-ribosylation factor guanine nucleotide-exchange factor 1(brefeldin A-inhibited)				biological process unknown///cellular component unknown///molecular function unknown

		3		Crx		211673		0		0.671		0.684		0		0		2		0.677		Arfgef1		ADP-ribosylation factor guanine nucleotide-exchange factor 1(brefeldin A-inhibited)				biological process unknown///cellular component unknown///molecular function unknown

		3		Rho		211673		0		0		0.975		0.8		0		2		0.887		Arfgef1		ADP-ribosylation factor guanine nucleotide-exchange factor 1(brefeldin A-inhibited)				biological process unknown///cellular component unknown///molecular function unknown

		3		Rho		212307		0		0		0.7		0.8		0		2		0.75		Mapre2		microtubule-associated protein, RP/EB family, member 2				cell cycle///cell division///microtubule///microtubule binding///mitosis///protein binding

		3		Nrl		212307		0		0.976		0		0.7		0		2		0.838		Mapre2		microtubule-associated protein, RP/EB family, member 2				cell cycle///cell division///microtubule///microtubule binding///mitosis///protein binding

		3		Crx		212307		0		0.905		0.821		0		0		2		0.863		Mapre2		microtubule-associated protein, RP/EB family, member 2				cell cycle///cell division///microtubule///microtubule binding///mitosis///protein binding

		3		Crx		212541		0.737		0		0.667		0		0		2		0.702		Rho		rhodopsin				G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///detection of light stimulus///integral to membrane///membrane///photoreceptor outer segment///phototransduction///protein-chromophore linkage///receptor activity///rhodopsin-like receptor activity///sensory perception///signal transducer activity///signal transduction///visual perception

		3		Nrl		212541		0.826		0		0.9		0		0.961		3		0.896		Rho		rhodopsin				G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///detection of light stimulus///integral to membrane///membrane///photoreceptor outer segment///phototransduction///protein-chromophore linkage///receptor activity///rhodopsin-like receptor activity///sensory perception///signal transducer activity///signal transduction///visual perception

		3		Rho		212541		1		0		1		1		1		4		1		Rho		rhodopsin				G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///detection of light stimulus///integral to membrane///membrane///photoreceptor outer segment///phototransduction///protein-chromophore linkage///receptor activity///rhodopsin-like receptor activity///sensory perception///signal transducer activity///signal transduction///visual perception

		3		Rho		214952		0.721		0		0.9		0		0		2		0.81		Rhot2		ras homolog gene family, member T2				mitochondrial inner membrane

		3		Crx		214952		0.757		0		0.667		0		0		2		0.712		Rhot2		ras homolog gene family, member T2				mitochondrial inner membrane

		3		Nrl		214952		0.808		0		0.7		0		0		2		0.754		Rhot2		ras homolog gene family, member T2				mitochondrial inner membrane

		3		Rho		223753		0		0		0.7		0.9		0.825		3		0.808		Cerk		ceramide kinase		Glycosphingolipid metabolism		calcium ion binding///ceramide kinase activity///ceramide metabolism///diacylglycerol kinase activity///kinase activity///magnesium ion binding///membrane fraction///protein kinase C activation///transferase activity

		3		Nrl		223753		0		0.905		0		0		0.864		2		0.884		Cerk		ceramide kinase		Glycosphingolipid metabolism		calcium ion binding///ceramide kinase activity///ceramide metabolism///diacylglycerol kinase activity///kinase activity///magnesium ion binding///membrane fraction///protein kinase C activation///transferase activity

		3		Crx		223753		0		0.714		0.821		0		0		2		0.768		Cerk		ceramide kinase		Glycosphingolipid metabolism		calcium ion binding///ceramide kinase activity///ceramide metabolism///diacylglycerol kinase activity///kinase activity///magnesium ion binding///membrane fraction///protein kinase C activation///transferase activity

		3		Rho		225115		0		0		0.7		0		0.82		2		0.76		Svil		supervillin				actin binding///barbed-end actin filament capping///calcium ion binding///cytoskeleton///cytoskeleton organization and biogenesis///membrane

		3		Crx		225115		0		0.826		0.975		0		0		2		0.901		Svil		supervillin				actin binding///barbed-end actin filament capping///calcium ion binding///cytoskeleton///cytoskeleton organization and biogenesis///membrane

		3		Nrl		225115		0		0.802		0		0		0.791		2		0.797		Svil		supervillin				actin binding///barbed-end actin filament capping///calcium ion binding///cytoskeleton///cytoskeleton organization and biogenesis///membrane

		3		Rho		225600		0.825		0		0.9		0.9		0		3		0.875		Pde6a		phosphodiesterase 6A, cGMP-specific, rod, alpha				3',5'-cyclic-GMP phosphodiesterase activity///3',5'-cyclic-nucleotide phosphodiesterase activity///catalytic activity///hydrolase activity///membrane///sensory perception///signal transduction///visual perception

		3		Crx		225600		0.792		0.667		0.667		0		0		3		0.709		Pde6a		phosphodiesterase 6A, cGMP-specific, rod, alpha				3',5'-cyclic-GMP phosphodiesterase activity///3',5'-cyclic-nucleotide phosphodiesterase activity///catalytic activity///hydrolase activity///membrane///sensory perception///signal transduction///visual perception

		3		Nrl		225600		0.823		0.857		0.7		0		0.664		4		0.761		Pde6a		phosphodiesterase 6A, cGMP-specific, rod, alpha				3',5'-cyclic-GMP phosphodiesterase activity///3',5'-cyclic-nucleotide phosphodiesterase activity///catalytic activity///hydrolase activity///membrane///sensory perception///signal transduction///visual perception

		3		Rho		226646		0		0		1		0		0.934		2		0.967		Ndufs2		NADH dehydrogenase (ubiquinone) Fe-S protein 2		Oxidative phosphorylation		4 iron, 4 sulfur cluster binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron transport///electron transporter activity///iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH

		3		Crx		226646		0		0.743		0.667		0		0		2		0.705		Ndufs2		NADH dehydrogenase (ubiquinone) Fe-S protein 2		Oxidative phosphorylation		4 iron, 4 sulfur cluster binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron transport///electron transporter activity///iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH

		3		Nrl		226646		0		0		0.9		0		0.873		2		0.886		Ndufs2		NADH dehydrogenase (ubiquinone) Fe-S protein 2		Oxidative phosphorylation		4 iron, 4 sulfur cluster binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron transport///electron transporter activity///iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH

		3		Rho		226971		0		0		0.7		1		0.952		3		0.884		Plekhb2		pleckstrin homology domain containing, family B (evectins) member 2				biological process unknown///cellular component unknown///membrane///molecular function unknown

		3		Nrl		226971		0		0.881		0		0		0.955		2		0.918		Plekhb2		pleckstrin homology domain containing, family B (evectins) member 2				biological process unknown///cellular component unknown///membrane///molecular function unknown

		3		Crx		226971		0		0.69		0.821		0		0		2		0.756		Plekhb2		pleckstrin homology domain containing, family B (evectins) member 2				biological process unknown///cellular component unknown///membrane///molecular function unknown

		3		Crx		227157		0.792		0		0.667		0		0		2		0.73		Mpp4		membrane protein, palmitoylated 4 (MAGUK p55 subfamily member 4)				biological process unknown///cellular component unknown///molecular function unknown///protein binding

		3		Rho		227157		0.825		0		0.9		0		0		2		0.863		Mpp4		membrane protein, palmitoylated 4 (MAGUK p55 subfamily member 4)				biological process unknown///cellular component unknown///molecular function unknown///protein binding

		3		Nrl		227157		0.823		0		0.7		0		0		2		0.762		Mpp4		membrane protein, palmitoylated 4 (MAGUK p55 subfamily member 4)				biological process unknown///cellular component unknown///molecular function unknown///protein binding

		3		Nrl		227197		0		0		0		0.8		0.8		2		0.8		Ndufs1		NADH dehydrogenase (ubiquinone) Fe-S protein 1		Oxidative phosphorylation		2 iron, 2 sulfur cluster binding///4 iron, 4 sulfur cluster binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron carrier activity///electron transport///electron transporter activity///iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrial electron transport, NADH to ubiquinone///mitochondrion///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH///respiratory chain complex I (sensu Eukaryota)

		3		Crx		227197		0		0.731		0.975		0		0		2		0.853		Ndufs1		NADH dehydrogenase (ubiquinone) Fe-S protein 1		Oxidative phosphorylation		2 iron, 2 sulfur cluster binding///4 iron, 4 sulfur cluster binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron carrier activity///electron transport///electron transporter activity///iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrial electron transport, NADH to ubiquinone///mitochondrion///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH///respiratory chain complex I (sensu Eukaryota)

		3		Rho		227197		0		0		0.7		0.7		0.861		3		0.754		Ndufs1		NADH dehydrogenase (ubiquinone) Fe-S protein 1		Oxidative phosphorylation		2 iron, 2 sulfur cluster binding///4 iron, 4 sulfur cluster binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron carrier activity///electron transport///electron transporter activity///iron ion binding///iron-sulfur cluster binding///metal ion binding///mitochondrial electron transport, NADH to ubiquinone///mitochondrion///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH///respiratory chain complex I (sensu Eukaryota)

		3		Nr2e3		227541		0		0		0.7		0		0.664		2		0.682		Camk1d		calcium/calmodulin-dependent protein kinase ID				ATP binding///calcium ion binding///calcium- and calmodulin-dependent protein kinase activity///calmodulin binding///catalytic activity///cytoplasm///kinase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of apoptosis///transferase activity

		3		Nrl		227541		0		0		0.7		0		0.945		2		0.823		Camk1d		calcium/calmodulin-dependent protein kinase ID				ATP binding///calcium ion binding///calcium- and calmodulin-dependent protein kinase activity///calmodulin binding///catalytic activity///cytoplasm///kinase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of apoptosis///transferase activity

		3		Rho		227541		0		0		0.9		0		0.952		2		0.926		Camk1d		calcium/calmodulin-dependent protein kinase ID				ATP binding///calcium ion binding///calcium- and calmodulin-dependent protein kinase activity///calmodulin binding///catalytic activity///cytoplasm///kinase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of apoptosis///transferase activity

		3		Nrl		227634		0		0.738		0		0		0.827		2		0.783		Camsap1		calmodulin regulated spectrin-associated protein 1				biological process unknown///cellular component unknown///molecular function unknown

		3		Crx		227634		0		0.738		0.921		0		0		2		0.83		Camsap1		calmodulin regulated spectrin-associated protein 1				biological process unknown///cellular component unknown///molecular function unknown

		3		Rho		227634		0		0		0.667		0		0.825		2		0.746		Camsap1		calmodulin regulated spectrin-associated protein 1				biological process unknown///cellular component unknown///molecular function unknown

		3		Nrl		227731		0		0.905		0.7		0.8		0.927		4		0.833		Slc25a25		solute carrier family 25 (mitochondrial carrier, phosphate carrier), member 25				binding///calcium ion binding///integral to membrane///membrane///mitochondrial inner membrane///transport///transporter activity

		3		Crx		227731		0		0.81		0.667		0		0		2		0.738		Slc25a25		solute carrier family 25 (mitochondrial carrier, phosphate carrier), member 25				binding///calcium ion binding///integral to membrane///membrane///mitochondrial inner membrane///transport///transporter activity

		3		Rho		227731		0		0		0.9		0.7		0.943		3		0.848		Slc25a25		solute carrier family 25 (mitochondrial carrier, phosphate carrier), member 25				binding///calcium ion binding///integral to membrane///membrane///mitochondrial inner membrane///transport///transporter activity

		3		Rho		228136		0		0		0.9		0.8		0		2		0.85		Zdhhc5		zinc finger, DHHC domain containing 5				acyltransferase activity///integral to membrane///membrane///metal ion binding///transferase activity///zinc ion binding

		3		Crx		228136		0		0.929		0.667		0		0		2		0.798		Zdhhc5		zinc finger, DHHC domain containing 5				acyltransferase activity///integral to membrane///membrane///metal ion binding///transferase activity///zinc ion binding

		3		Nrl		228136		0		0.857		0.7		0.7		0		3		0.752		Zdhhc5		zinc finger, DHHC domain containing 5				acyltransferase activity///integral to membrane///membrane///metal ion binding///transferase activity///zinc ion binding

		3		Crx		229615		0.657		0		0.667		0.8		0		3		0.708		Pias3		protein inhibitor of activated STAT 3		Jak-STAT signaling pathway		DNA binding///SUMO ligase activity///metal ion binding///nucleus///protein sumoylation///regulation of transcription, DNA-dependent///transcription///ubiquitin cycle///zinc ion binding

		3		Rho		229615		0		0		0.7		0		0.897		2		0.799		Pias3		protein inhibitor of activated STAT 3		Jak-STAT signaling pathway		DNA binding///SUMO ligase activity///metal ion binding///nucleus///protein sumoylation///regulation of transcription, DNA-dependent///transcription///ubiquitin cycle///zinc ion binding

		3		Nrl		229615		0.657		0		0		0		0.891		2		0.774		Pias3		protein inhibitor of activated STAT 3		Jak-STAT signaling pathway		DNA binding///SUMO ligase activity///metal ion binding///nucleus///protein sumoylation///regulation of transcription, DNA-dependent///transcription///ubiquitin cycle///zinc ion binding

		3		Rho		229877		0		0		0.9		0.7		0.879		3		0.826		Rap1gds1		RAP1, GTP-GDP dissociation stimulator 1				cytoskeleton

		3		Nrl		229877		0		0.81		0.7		0.8		0.827		4		0.784		Rap1gds1		RAP1, GTP-GDP dissociation stimulator 1				cytoskeleton

		3		Nr2e3		229877		0		0		0.7		0		0.673		2		0.686		Rap1gds1		RAP1, GTP-GDP dissociation stimulator 1				cytoskeleton

		3		Rho		231004		0.79		0		0.718		0		0		2		0.754		Samd11		sterile alpha motif domain containing 11

		3		Nr2e3		231004		0.916		0		0.821		0		0		2		0.868		Samd11		sterile alpha motif domain containing 11

		3		Nrl		231004		0.897		0		0.821		0		0		2		0.859		Samd11		sterile alpha motif domain containing 11

		3		Rho		231712		0.876		0		0.7		0		0		2		0.788		Trafd1		TRAF type zinc finger domain containing 1				biological process unknown///cellular component unknown///molecular function unknown

		3		Crx		231712		0.893		0.881		0.821		0		0		3		0.865		Trafd1		TRAF type zinc finger domain containing 1				biological process unknown///cellular component unknown///molecular function unknown

		3		Nrl		231712		0.937		0.881		0		0		0		2		0.909		Trafd1		TRAF type zinc finger domain containing 1				biological process unknown///cellular component unknown///molecular function unknown

		3		Rho		232975		0.779		0		0.7		0		0.966		3		0.815		Atp1a3		ATPase, Na+/K+ transporting, alpha 3 polypeptide				ATP binding///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///biological process unknown///catalytic activity///cation transport///cytoplasm///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///ion transport///magnesium ion binding///membrane///metabolism///metal ion binding///molecular function unknown///monovalent inorganic cation transport///monovalent inorganic cation transporter activity///nucleotide binding///nucleus///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		3		Nrl		232975		0.981		0		0		0		0.964		2		0.972		Atp1a3		ATPase, Na+/K+ transporting, alpha 3 polypeptide				ATP binding///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///biological process unknown///catalytic activity///cation transport///cytoplasm///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///ion transport///magnesium ion binding///membrane///metabolism///metal ion binding///molecular function unknown///monovalent inorganic cation transport///monovalent inorganic cation transporter activity///nucleotide binding///nucleus///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		3		Crx		232975		0.956		0		0.667		0		0		2		0.811		Atp1a3		ATPase, Na+/K+ transporting, alpha 3 polypeptide				ATP binding///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///biological process unknown///catalytic activity///cation transport///cytoplasm///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///ion transport///magnesium ion binding///membrane///metabolism///metal ion binding///molecular function unknown///monovalent inorganic cation transport///monovalent inorganic cation transporter activity///nucleotide binding///nucleus///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		3		Nr2e3		233865		0.739		0		1		0		0		2		0.869		D430042O09Rik		RIKEN cDNA D430042O09 gene

		3		Rho		233865		0.806		0		0.9		0		0		2		0.853		D430042O09Rik		RIKEN cDNA D430042O09 gene

		3		Nrl		233865		0.927		0		1		0		0		2		0.963		D430042O09Rik		RIKEN cDNA D430042O09 gene

		3		Crx		234404		0.792		0		0.667		0		0		2		0.73		Txnl6		thioredoxin-like 6				electron transport///electron transporter activity

		3		Nrl		234404		0.823		0		0.9		0		0		2		0.862		Txnl6		thioredoxin-like 6				electron transport///electron transporter activity

		3		Rho		234404		0.825		0		1		0		0		2		0.913		Txnl6		thioredoxin-like 6				electron transport///electron transporter activity

		3		Nrl		234586		0.823		0		0.9		0		0.845		3		0.856		BC016201		cDNA sequence BC016201

		3		Rho		234586		0.825		0		1		0		0.861		3		0.895		BC016201		cDNA sequence BC016201

		3		Crx		234586		0.792		0		0.667		0		0		2		0.73		BC016201		cDNA sequence BC016201

		3		Rho		235380		0.719		0		0.7		0		0.82		3		0.746		Dmxl2		Dmx-like 2				Rab GTPase binding///calcium ion-dependent exocytosis///cytoskeleton///synaptic vesicle///synaptic vesicle exocytosis

		3		Crx		235380		0.696		0		0.667		0		0		2		0.682		Dmxl2		Dmx-like 2				Rab GTPase binding///calcium ion-dependent exocytosis///cytoskeleton///synaptic vesicle///synaptic vesicle exocytosis

		3		Nrl		235380		0.771		0		0		0		0.864		2		0.818		Dmxl2		Dmx-like 2				Rab GTPase binding///calcium ion-dependent exocytosis///cytoskeleton///synaptic vesicle///synaptic vesicle exocytosis

		3		Nrl		238799		0		0.738		0		0.7		0.755		3		0.731		Tnpo1		transportin 1				binding///cytoplasm///nuclear pore///nucleus///protein import into nucleus, docking///protein transport///protein transporter activity///transport

		3		Crx		238799		0		0.762		0.821		0		0		2		0.791		Tnpo1		transportin 1				binding///cytoplasm///nuclear pore///nucleus///protein import into nucleus, docking///protein transport///protein transporter activity///transport

		3		Rho		238799		0		0		0.7		0.8		0.724		3		0.741		Tnpo1		transportin 1				binding///cytoplasm///nuclear pore///nucleus///protein import into nucleus, docking///protein transport///protein transporter activity///transport

		3		Nr2e3		244886		0		0		0.667		0		0.715		2		0.691		AI118078		expressed sequence AI118078				integral to membrane///ion channel activity///ion transport///transport

		3		Rho		244886		0		0		0.667		0		0.845		2		0.756		AI118078		expressed sequence AI118078				integral to membrane///ion channel activity///ion transport///transport

		3		Nrl		244886		0		0.881		0.667		0		0.784		3		0.777		AI118078		expressed sequence AI118078				integral to membrane///ion channel activity///ion transport///transport

		3		Nrl		268566		0.656		0		0.8		0.7		0		3		0.719		Gphn		gephyrin				Mo-molybdopterin cofactor biosynthesis///catalytic activity///cytoskeletal protein binding///cytoskeleton///establishment of synaptic specificity at neuromuscular junction///extrinsic to plasma membrane///protein targeting

		3		Nr2e3		268566		0.75		0		0.8		0		0		2		0.775		Gphn		gephyrin				Mo-molybdopterin cofactor biosynthesis///catalytic activity///cytoskeletal protein binding///cytoskeleton///establishment of synaptic specificity at neuromuscular junction///extrinsic to plasma membrane///protein targeting

		3		Crx		268566		0.75		0.719		0		0		0		2		0.734		Gphn		gephyrin				Mo-molybdopterin cofactor biosynthesis///catalytic activity///cytoskeletal protein binding///cytoskeleton///establishment of synaptic specificity at neuromuscular junction///extrinsic to plasma membrane///protein targeting

		3		Crx		269587		0		0		0.667		0.9		0		2		0.783		Epb4.1		erythrocyte protein band 4.1		Tight junction		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///binding///cortical actin cytoskeleton organization and biogenesis///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///nucleus///regulation of cell shape///spectrin binding///structural molecule activity

		3		Nrl		269587		0		0		0.7		0		0.87		2		0.785		Epb4.1		erythrocyte protein band 4.1		Tight junction		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///binding///cortical actin cytoskeleton organization and biogenesis///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///nucleus///regulation of cell shape///spectrin binding///structural molecule activity

		3		Rho		269587		0		0		0.9		0		0.856		2		0.878		Epb4.1		erythrocyte protein band 4.1		Tight junction		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///binding///cortical actin cytoskeleton organization and biogenesis///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///nucleus///regulation of cell shape///spectrin binding///structural molecule activity

		3		Crx		270201		0.683		0		0.667		0		0		2		0.675		Klhl18		kelch-like 18 (Drosophila)

		3		Rho		270201		0.753		0		1		0		0.779		3		0.844		Klhl18		kelch-like 18 (Drosophila)

		3		Nrl		270201		0.74		0		0.9		0		0.873		3		0.838		Klhl18		kelch-like 18 (Drosophila)

		3		Rho		276846		0		0		0		0.7		0.784		2		0.742		Pigs		phosphatidylinositol glycan, class S		Glycosylphosphatidylinositol(GPI)-anchor biosynthesis		endoplasmic reticulum///integral to membrane///membrane

		3		Crx		276846		0		0.857		0.821		0		0		2		0.839		Pigs		phosphatidylinositol glycan, class S		Glycosylphosphatidylinositol(GPI)-anchor biosynthesis		endoplasmic reticulum///integral to membrane///membrane

		3		Nrl		276846		0		1		0		0.8		0.845		3		0.882		Pigs		phosphatidylinositol glycan, class S		Glycosylphosphatidylinositol(GPI)-anchor biosynthesis		endoplasmic reticulum///integral to membrane///membrane

		3		Crx		277250		0		0.667		0.821		0		0		2		0.744		Jmjd1b		jumonji domain containing 1B

		3		Nrl		277250		0		0.857		0		0.7		0.655		3		0.737		Jmjd1b		jumonji domain containing 1B

		3		Rho		277250		0		0		0.7		0.8		0.661		3		0.72		Jmjd1b		jumonji domain containing 1B

		3		Nr2e3		320336		0		0		0.9		0		0.718		2		0.809		9030227G01Rik		RIKEN cDNA 9030227G01 gene				receptor activity

		3		Nrl		320336		0		0		0.9		0		0.773		2		0.836		9030227G01Rik		RIKEN cDNA 9030227G01 gene				receptor activity

		3		Rho		320336		0		0		1		0		0.843		2		0.921		9030227G01Rik		RIKEN cDNA 9030227G01 gene				receptor activity

		3		Nrl		327958		0		0		1		0		0.945		2		0.973		A330068P14Rik		RIKEN cDNA A330068P14 gene

		3		Nr2e3		327958		0		0		1		0		0.764		2		0.882		A330068P14Rik		RIKEN cDNA A330068P14 gene

		3		Rho		327958		0		0		0.9		0		0.92		2		0.91		A330068P14Rik		RIKEN cDNA A330068P14 gene

		2		Nrl		11305		0.683		0		0		0		0.873		2		0.778		Abca2		ATP-binding cassette, sub-family A (ABC1), member 2		ABC transporters - General		ATP binding///ATPase activity///cholesterol metabolism///integral to membrane///lysosomal membrane///membrane///nucleoside-triphosphatase activity///nucleotide binding///transport///transporter activity

		2		Nr2e3		11305		0.689		0		0		0		0.718		2		0.704		Abca2		ATP-binding cassette, sub-family A (ABC1), member 2		ABC transporters - General		ATP binding///ATPase activity///cholesterol metabolism///integral to membrane///lysosomal membrane///membrane///nucleoside-triphosphatase activity///nucleotide binding///transport///transporter activity

		2		Nrl		11639		0		0.667		0		0.7		0		2		0.683		Ak3l1		adenylate kinase 3 alpha-like 1		Purine metabolism		ATP binding///GTP binding///adenylate kinase activity///kinase activity///mitochondrion///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///nucleotide binding///nucleotide kinase activity///phosphotransferase activity, phosphate group as acceptor///transferase activity

		2		Rho		11639		0		0		0.7		0.8		0		2		0.75		Ak3l1		adenylate kinase 3 alpha-like 1		Purine metabolism		ATP binding///GTP binding///adenylate kinase activity///kinase activity///mitochondrion///nucleobase, nucleoside, nucleotide and nucleic acid metabolism///nucleotide binding///nucleotide kinase activity///phosphotransferase activity, phosphate group as acceptor///transferase activity

		2		Rho		11647		0		0		0.7		0		0.838		2		0.769		Akp2		alkaline phosphatase 2, liver		gamma-Hexachlorocyclohexane degradation///Folate biosynthesis		alkaline phosphatase activity///extracellular space///hydrolase activity///magnesium ion binding///membrane///metabolism///metal ion binding///zinc ion binding

		2		Nrl		11647		0		0.857		0		0.9		0.791		3		0.849		Akp2		alkaline phosphatase 2, liver		gamma-Hexachlorocyclohexane degradation///Folate biosynthesis		alkaline phosphatase activity///extracellular space///hydrolase activity///magnesium ion binding///membrane///metabolism///metal ion binding///zinc ion binding

		2		Rho		11676		0.714		0		0.7		0.9		0		3		0.771		Aldoc		aldolase 3, C isoform		Glycolysis / Gluconeogenesis///Fructose and mannose metabolism///Pentose phosphate pathway///Carbon fixation		fructose-bisphosphate aldolase activity///glycolysis///lyase activity///mitochondrion

		2		Crx		11676		0.841		0		0.821		0		0		2		0.831		Aldoc		aldolase 3, C isoform		Glycolysis / Gluconeogenesis///Fructose and mannose metabolism///Pentose phosphate pathway///Carbon fixation		fructose-bisphosphate aldolase activity///glycolysis///lyase activity///mitochondrion

		2		Rho		11737		0		0		0		0.8		0.743		2		0.771		Anp32a		acidic (leucine-rich) nuclear phosphoprotein 32 family, member A				nuclear matrix///nucleus///protein binding

		2		Nrl		11737		0		0		0		0.7		0.709		2		0.705		Anp32a		acidic (leucine-rich) nuclear phosphoprotein 32 family, member A				nuclear matrix///nucleus///protein binding

		2		Rho		11739		0.757		0		0		0.7		0		2		0.729		Slc25a4		solute carrier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 4		Calcium signaling pathway		binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial transport///mitochondrion///transport///transporter activity

		2		Nrl		11739		0.675		0.905		0		0.8		0		3		0.793		Slc25a4		solute carrier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 4		Calcium signaling pathway		binding///integral to membrane///membrane///mitochondrial inner membrane///mitochondrial transport///mitochondrion///transport///transporter activity

		2		Rho		11747		0		0		0		0.7		0.724		2		0.712		Anxa5		annexin A5				blood coagulation///calcium ion binding///calcium-dependent phospholipid binding

		2		Nrl		11747		0		0.762		0		0.8		0.745		3		0.769		Anxa5		annexin A5				blood coagulation///calcium ion binding///calcium-dependent phospholipid binding

		2		Rho		11764		0.906		0		1		0		0.838		3		0.915		Ap1b1		adaptor protein complex AP-1, beta 1 subunit				Golgi stack///Golgi trans face///binding///clathrin coat of trans-Golgi network vesicle///coated pit///endocytosis///intracellular protein transport///protein binding///protein complex assembly///protein transport///transport///vesicle-mediated transport

		2		Nrl		11764		0.67		0.81		0.9		0		0.845		4		0.806		Ap1b1		adaptor protein complex AP-1, beta 1 subunit				Golgi stack///Golgi trans face///binding///clathrin coat of trans-Golgi network vesicle///coated pit///endocytosis///intracellular protein transport///protein binding///protein complex assembly///protein transport///transport///vesicle-mediated transport

		2		Crx		11773		0		0.786		0		0.7		0		2		0.743		Ap2m1		adaptor protein complex AP-2, mu1				clathrin vesicle coat///coated pit///intracellular protein transport///lipid binding///mitochondrion///secretory granule///vesicle-mediated transport

		2		Chx10		11773		0		0		0.9		0.7		0		2		0.8		Ap2m1		adaptor protein complex AP-2, mu1				clathrin vesicle coat///coated pit///intracellular protein transport///lipid binding///mitochondrion///secretory granule///vesicle-mediated transport

		2		Nrl		11778		0		0.738		0		0		0.727		2		0.733		Ap3s2		adaptor-related protein complex 3, sigma 2 subunit				Golgi apparatus///Golgi stack///Golgi trans face///clathrin adaptor complex///clathrin vesicle coat///intracellular protein transport///intracellular protein transport///protein transport///transport///vesicle-mediated transport

		2		Crx		11778		0		0		0.821		0.9		0		2		0.86		Ap3s2		adaptor-related protein complex 3, sigma 2 subunit				Golgi apparatus///Golgi stack///Golgi trans face///clathrin adaptor complex///clathrin vesicle coat///intracellular protein transport///intracellular protein transport///protein transport///transport///vesicle-mediated transport

		2		Nrl		11816		0.883		0.762		0		0		0.691		3		0.779		Apoe		apolipoprotein E		Neurodegenerative Disorders///Alzheimer's disease		calcium ion homeostasis///cholesterol homeostasis///cholesterol metabolism///chylomicron///extracellular region///extracellular space///heparin binding///lipid binding///lipid transport///lipid transporter activity///lipoprotein binding///lipoprotein metabolism///response to oxidative stress///transport

		2		Rho		11816		0.832		0		0		0.9		0.738		3		0.823		Apoe		apolipoprotein E		Neurodegenerative Disorders///Alzheimer's disease		calcium ion homeostasis///cholesterol homeostasis///cholesterol metabolism///chylomicron///extracellular region///extracellular space///heparin binding///lipid binding///lipid transport///lipid transporter activity///lipoprotein binding///lipoprotein metabolism///response to oxidative stress///transport

		2		Rho		11826		0		0		0		0.9		0.87		2		0.885		Aqp1		aquaporin 1				extracellular space///integral to membrane///integral to plasma membrane///membrane///outer membrane///porin activity///transport///transporter activity///water channel activity///water transport

		2		Nrl		11826		0		0.874		0		0		0.782		2		0.828		Aqp1		aquaporin 1				extracellular space///integral to membrane///integral to plasma membrane///membrane///outer membrane///porin activity///transport///transporter activity///water channel activity///water transport

		2		Nrl		11829		0		0.786		0.9		0		0		2		0.843		Aqp4		aquaporin 4				integral to membrane///integral to plasma membrane///membrane///outer membrane///porin activity///transport///transporter activity///water channel activity///water transport

		2		Rho		11829		0		0		0.7		0.9		0		2		0.8		Aqp4		aquaporin 4				integral to membrane///integral to plasma membrane///membrane///outer membrane///porin activity///transport///transporter activity///water channel activity///water transport

		2		Chx10		11840		0		0.695		0		0.8		0		2		0.747		Arf1		ADP-ribosylation factor 1				ER to Golgi vesicle-mediated transport///GTP binding///GTP binding///GTPase activity///Golgi apparatus///Golgi apparatus///Golgi stack///cytosol///endomembrane system///intracellular protein transport///nucleotide binding///plasma membrane///protein transport///protein transport///protein transporter activity///receptor signaling protein activity///sarcomere///small GTPase mediated signal transduction///transport///vesicle-mediated transport

		2		Crx		11840		0.779		0		0.872		0.8		0		3		0.817		Arf1		ADP-ribosylation factor 1				ER to Golgi vesicle-mediated transport///GTP binding///GTP binding///GTPase activity///Golgi apparatus///Golgi apparatus///Golgi stack///cytosol///endomembrane system///intracellular protein transport///nucleotide binding///plasma membrane///protein transport///protein transport///protein transporter activity///receptor signaling protein activity///sarcomere///small GTPase mediated signal transduction///transport///vesicle-mediated transport

		2		Nrl		11911		0.733		0.738		0		0		0		2		0.736		Atf4		activating transcription factor 4		MAPK signaling pathway///Long-term potentiation		DNA binding///cytoplasm///gluconeogenesis///nucleus///positive regulation of transcription from RNA polymerase II promoter///positive regulation of transcription from RNA polymerase II promoter///protein binding///protein dimerization activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///specific RNA polymerase II transcription factor activity///transcription///transcription factor complex///transcriptional activator activity

		2		Crx		11911		0.74		0.738		0		1		0		3		0.826		Atf4		activating transcription factor 4		MAPK signaling pathway///Long-term potentiation		DNA binding///cytoplasm///gluconeogenesis///nucleus///positive regulation of transcription from RNA polymerase II promoter///positive regulation of transcription from RNA polymerase II promoter///protein binding///protein dimerization activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///specific RNA polymerase II transcription factor activity///transcription///transcription factor complex///transcriptional activator activity

		2		Crx		11923		0.779		0		0		0.8		0		2		0.789		Neurod4		neurogenic differentiation 4				DNA binding///Notch signaling pathway///cell differentiation///cell fate commitment///development///eye development (sensu Mammalia)///glial cell differentiation///nervous system development///neuroblast proliferation///neuron development///neuron migration///neuron migration///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity

		2		Neurod1		11923		0.892		0		0.9		0		0		2		0.896		Neurod4		neurogenic differentiation 4				DNA binding///Notch signaling pathway///cell differentiation///cell fate commitment///development///eye development (sensu Mammalia)///glial cell differentiation///nervous system development///neuroblast proliferation///neuron development///neuron migration///neuron migration///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity

		2		Rho		11928		0		0		0.975		0		0.852		2		0.913		Atp1a1		ATPase, Na+/K+ transporting, alpha 1 polypeptide				ATP binding///ATP hydrolysis coupled proton transport///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///basolateral plasma membrane///catalytic activity///cation transport///hydrogen ion homeostasis///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///integral to plasma membrane///ion transport///magnesium ion binding///membrane///metabolism///metal ion binding///microsome///monovalent inorganic cation transport///monovalent inorganic cation transporter activity///nucleotide binding///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///sodium:potassium-exchanging ATPase complex///sperm motility///transport

		2		Nrl		11928		0		0		0.872		0		0.836		2		0.854		Atp1a1		ATPase, Na+/K+ transporting, alpha 1 polypeptide				ATP binding///ATP hydrolysis coupled proton transport///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///basolateral plasma membrane///catalytic activity///cation transport///hydrogen ion homeostasis///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///integral to plasma membrane///ion transport///magnesium ion binding///membrane///metabolism///metal ion binding///microsome///monovalent inorganic cation transport///monovalent inorganic cation transporter activity///nucleotide binding///plasma membrane///potassium ion binding///potassium ion transport///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///sodium:potassium-exchanging ATPase complex///sperm motility///transport

		2		Nrl		11932		0.897		0.922		0		0		0		2		0.91		Atp1b2		ATPase, Na+/K+ transporting, beta 2 polypeptide				cell adhesion///cytoplasm///integral to membrane///ion transport///membrane///potassium ion binding///potassium ion transport///protein binding///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		2		Crx		11932		0.872		0.826		0		0		0		2		0.849		Atp1b2		ATPase, Na+/K+ transporting, beta 2 polypeptide				cell adhesion///cytoplasm///integral to membrane///ion transport///membrane///potassium ion binding///potassium ion transport///protein binding///sodium ion binding///sodium ion transport///sodium:potassium-exchanging ATPase activity///transport

		2		Rho		11938		0		0		0.7		0.9		0		2		0.8		Atp2a2		ATPase, Ca++ transporting, cardiac muscle, slow twitch 2		Calcium signaling pathway		ATP binding///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///ER-nuclear signaling pathway///calcium ion binding///calcium ion homeostasis///calcium ion homeostasis///calcium ion transport///calcium-transporting ATPase activity///catalytic activity///cation transport///endoplasmic reticulum///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///ion transport///magnesium ion binding///membrane///metabolism///metal ion binding///microsome///nucleotide binding///regulation of muscle contraction///sarcoplasmic reticulum///transport

		2		Crx		11938		0		0.81		0.821		0		0		2		0.815		Atp2a2		ATPase, Ca++ transporting, cardiac muscle, slow twitch 2		Calcium signaling pathway		ATP binding///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///ER-nuclear signaling pathway///calcium ion binding///calcium ion homeostasis///calcium ion homeostasis///calcium ion transport///calcium-transporting ATPase activity///catalytic activity///cation transport///endoplasmic reticulum///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///ion transport///magnesium ion binding///membrane///metabolism///metal ion binding///microsome///nucleotide binding///regulation of muscle contraction///sarcoplasmic reticulum///transport

		2		Crx		11957		0		0		0.821		0.9		0		2		0.86		Atp5j		ATP synthase, H+ transporting, mitochondrial F0 complex, subunit F		Oxidative phosphorylation///ATP synthesis		ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///ion transport///mitochondrial inner membrane///mitochondrion///proton transport///proton-transporting ATP synthase complex, coupling factor F(o)///proton-transporting two-sector ATPase complex///transport

		2		Rb1		11957		0		0.69		0.8		0		0		2		0.745		Atp5j		ATP synthase, H+ transporting, mitochondrial F0 complex, subunit F		Oxidative phosphorylation///ATP synthesis		ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///ion transport///mitochondrial inner membrane///mitochondrion///proton transport///proton-transporting ATP synthase complex, coupling factor F(o)///proton-transporting two-sector ATPase complex///transport

		2		Rho		11964		0		0		0.7		0.9		0		2		0.8		Atp6v1a		ATPase, H+ transporting, lysosomal V1 subunit A		ATP synthesis///Oxidative phosphorylation		ATP binding///ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///ion transport///metal ion binding///mitochondrion///nucleotide binding///proton transport///proton-transporting two-sector ATPase complex///transport

		2		Crx		11964		0		0.762		0.821		0		0		2		0.791		Atp6v1a		ATPase, H+ transporting, lysosomal V1 subunit A		ATP synthesis///Oxidative phosphorylation		ATP binding///ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///ion transport///metal ion binding///mitochondrion///nucleotide binding///proton transport///proton-transporting two-sector ATPase complex///transport

		2		Crx		11966		0		0.81		0.821		0		0		2		0.815		Atp6v1b2		ATPase, H+ transporting, lysosomal V1 subunit B2		ATP synthesis///Oxidative phosphorylation		ATP binding///ATP biosynthesis///ATP synthesis coupled proton transport///cytoplasm///energy coupled proton transport, against electrochemical gradient///hydrogen ion transporter activity///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///ion transport///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport

		2		Nrl		11966		0		0.905		0		0.7		0		2		0.802		Atp6v1b2		ATPase, H+ transporting, lysosomal V1 subunit B2		ATP synthesis///Oxidative phosphorylation		ATP binding///ATP biosynthesis///ATP synthesis coupled proton transport///cytoplasm///energy coupled proton transport, against electrochemical gradient///hydrogen ion transporter activity///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///ion transport///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport

		2		Rb1		11983		0		0.762		0.9		0		0		2		0.831		Atpif1		ATPase inhibitory factor 1				enzyme inhibitor activity///mitochondrion///negative regulation of nucleoside metabolism

		2		Crx		11983		0		0		0.667		0.9		0		2		0.783		Atpif1		ATPase inhibitory factor 1				enzyme inhibitor activity///mitochondrion///negative regulation of nucleoside metabolism

		2		Crx		11991		0		0		0.718		0.8		0		2		0.759		Hnrpd		heterogeneous nuclear ribonucleoprotein D				DNA binding///RNA binding///chromosome///chromosome, telomeric region///nucleic acid binding///nucleotide binding///nucleus///regulation of mRNA stability///regulation of transcription, DNA-dependent///ribonucleoprotein complex///telomere maintenance///transcription

		2		Rb1		11991		0		0.714		0.9		0		0		2		0.807		Hnrpd		heterogeneous nuclear ribonucleoprotein D				DNA binding///RNA binding///chromosome///chromosome, telomeric region///nucleic acid binding///nucleotide binding///nucleus///regulation of mRNA stability///regulation of transcription, DNA-dependent///ribonucleoprotein complex///telomere maintenance///transcription

		2		Rb1		12017		0		0		0.7		0.9		0		2		0.8		Bag1		Bcl2-associated athanogene 1				apoptosis///cytosol///neuron differentiation///nucleus///protein binding///protein folding///protein modification///regulation of apoptosis///unfolded protein binding

		2		Neurod1		12017		0.817		0		0		0.7		0		2		0.758		Bag1		Bcl2-associated athanogene 1				apoptosis///cytosol///neuron differentiation///nucleus///protein binding///protein folding///protein modification///regulation of apoptosis///unfolded protein binding

		2		Nrl		12050		0		0		0		1		0.845		2		0.923		Bcl2l2		Bcl2-like 2				apoptosis///apoptosis///integral to membrane///membrane///mitochondrion///protein binding///regulation of apoptosis

		2		Rho		12050		0		0		0.7		0		0.929		2		0.815		Bcl2l2		Bcl2-like 2				apoptosis///apoptosis///integral to membrane///membrane///mitochondrion///protein binding///regulation of apoptosis

		2		Nrl		12176		0		0.714		0		0.7		0.745		3		0.72		Bnip3		BCL2/adenovirus E1B interacting protein 1, NIP3				apoptosis///apoptosis///integral to membrane///membrane///mitochondrial envelope///mitochondrion///mitochondrion///positive regulation of apoptosis///regulation of apoptosis

		2		Rho		12176		0		0		0		0.8		0.761		2		0.78		Bnip3		BCL2/adenovirus E1B interacting protein 1, NIP3				apoptosis///apoptosis///integral to membrane///membrane///mitochondrial envelope///mitochondrion///mitochondrion///positive regulation of apoptosis///regulation of apoptosis

		2		Rho		12183		0		0		0.821		0.667		0		2		0.744		Bpgm		2,3-bisphosphoglycerate mutase		Glycolysis / Gluconeogenesis		bisphosphoglycerate mutase activity///bisphosphoglycerate phosphatase activity///catalytic activity///glycolysis///hydrolase activity///intramolecular transferase activity, phosphotransferases///isomerase activity///metabolism///phosphoglycerate mutase activity

		2		Crx		12183		0		0.79		0.763		0		0		2		0.777		Bpgm		2,3-bisphosphoglycerate mutase		Glycolysis / Gluconeogenesis		bisphosphoglycerate mutase activity///bisphosphoglycerate phosphatase activity///catalytic activity///glycolysis///hydrolase activity///intramolecular transferase activity, phosphotransferases///isomerase activity///metabolism///phosphoglycerate mutase activity

		2		Rb1		12226		0		0.762		0		0.7		0		2		0.731		Btg1		B-cell translocation gene 1, anti-proliferative				cell migration///cellular physiological process///cytoplasm///enzyme binding///kinase binding///negative regulation of cell growth///negative regulation of cell proliferation///negative regulation of cell proliferation///negative regulation of cell proliferation///nucleus///positive regulation of angiogenesis///positive regulation of endothelial cell differentiation///positive regulation of enzyme activity///positive regulation of myoblast differentiation///protein amino acid methylation///protein binding///regulation of apoptosis///regulation of transcription///spermatid development///transcription cofactor activity

		2		Neurod1		12226		0		0		0.9		0.9		0		2		0.9		Btg1		B-cell translocation gene 1, anti-proliferative				cell migration///cellular physiological process///cytoplasm///enzyme binding///kinase binding///negative regulation of cell growth///negative regulation of cell proliferation///negative regulation of cell proliferation///negative regulation of cell proliferation///nucleus///positive regulation of angiogenesis///positive regulation of endothelial cell differentiation///positive regulation of enzyme activity///positive regulation of myoblast differentiation///protein amino acid methylation///protein binding///regulation of apoptosis///regulation of transcription///spermatid development///transcription cofactor activity

		2		Otx2		12227		0.779		0		0.718		0		0		2		0.749		Btg2		B-cell translocation gene 2, anti-proliferative				anterior/posterior pattern formation///negative regulation of apoptosis///neuron differentiation///protein amino acid methylation///protein binding///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription

		2		Rb1		12227		0		0.786		0.667		0		0		2		0.726		Btg2		B-cell translocation gene 2, anti-proliferative				anterior/posterior pattern formation///negative regulation of apoptosis///neuron differentiation///protein amino acid methylation///protein binding///regulation of transcription, DNA-dependent///response to DNA damage stimulus///transcription

		2		Rho		12308		0		0		0		0.7		0.87		2		0.785		Calb2		calbindin 2				calcium ion binding///gap junction

		2		Nrl		12308		0		0.881		0		0.8		0.873		3		0.851		Calb2		calbindin 2				calcium ion binding///gap junction

		2		Rho		12325		0.719		0		0.8		0		0.925		3		0.815		Camk2g		calcium/calmodulin-dependent protein kinase II gamma		Wnt signaling pathway///Calcium signaling pathway///Long-term potentiation		ATP binding///G1/S transition of mitotic cell cycle///calcium ion transport///calcium- and calmodulin-dependent protein kinase activity///calmodulin binding///calmodulin-dependent protein kinase I activity///kinase activity///nucleotide binding///protein amino acid autophosphorylation///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Nrl		12325		0.744		0		0.9		0		0.918		3		0.854		Camk2g		calcium/calmodulin-dependent protein kinase II gamma		Wnt signaling pathway///Calcium signaling pathway///Long-term potentiation		ATP binding///G1/S transition of mitotic cell cycle///calcium ion transport///calcium- and calmodulin-dependent protein kinase activity///calmodulin binding///calmodulin-dependent protein kinase I activity///kinase activity///nucleotide binding///protein amino acid autophosphorylation///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Rb1		12361		0		0.905		0.7		0.7		0		3		0.768		Cask		calcium/calmodulin-dependent serine protein kinase (MAGUK family)		Tight junction		ATP binding///basolateral plasma membrane///calmodulin binding///cytosol///kinase activity///membrane///nucleotide binding///positive regulation of transcription from RNA polymerase II promoter///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///synapse///transferase activity

		2		Neurod1		12361		0		0.667		0		0.9		0		2		0.783		Cask		calcium/calmodulin-dependent serine protein kinase (MAGUK family)		Tight junction		ATP binding///basolateral plasma membrane///calmodulin binding///cytosol///kinase activity///membrane///nucleotide binding///positive regulation of transcription from RNA polymerase II promoter///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///synapse///transferase activity

		2		Rb1		12484		0		0.833		0		0.7		0		2		0.767		Cd24a		CD24a antigen		Hematopoietic cell lineage		external side of plasma membrane///membrane

		2		Neurod1		12484		0		0		0.9		0.9		0		2		0.9		Cd24a		CD24a antigen		Hematopoietic cell lineage		external side of plasma membrane///membrane

		2		Neurod1		12492		0.923		0		0		1		0		2		0.961		Scarb2		scavenger receptor class B, member 2				cell adhesion///integral to membrane///lysosome///membrane///plasma membrane///receptor activity

		2		Otx2		12492		0.756		0		0.9		0		0		2		0.828		Scarb2		scavenger receptor class B, member 2				cell adhesion///integral to membrane///lysosome///membrane///plasma membrane///receptor activity

		2		Rho		12509		0		0		0		0.7		0.683		2		0.692		Cd59a		CD59a antigen		Complement and coagulation cascades///Hematopoietic cell lineage		extracellular space///membrane///plasma membrane

		2		Nrl		12509		0		0		0		0.8		0.664		2		0.732		Cd59a		CD59a antigen		Complement and coagulation cascades///Hematopoietic cell lineage		extracellular space///membrane///plasma membrane

		2		Rho		12527		0		0		0		0.7		0.788		2		0.744		Cd9		CD9 antigen		Hematopoietic cell lineage		cell adhesion///fertilization (sensu Metazoa)///integral to membrane///membrane///plasma membrane///protein binding

		2		Nrl		12527		0		0.738		0		0.8		0.809		3		0.782		Cd9		CD9 antigen		Hematopoietic cell lineage		cell adhesion///fertilization (sensu Metazoa)///integral to membrane///membrane///plasma membrane///protein binding

		2		Crx		12568		0		0.81		0.921		0		0		2		0.865		Cdk5		cyclin-dependent kinase 5		Axon guidance		ATP binding///axonogenesis///cell cycle///cell division///cell migration///cell-matrix adhesion///cyclin-dependent protein kinase activity///cytosol///filopodium///kinase activity///lamellipodium///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///regulation of cell migration///transferase activity

		2		Rho		12568		0		0		0.667		0.9		0		2		0.783		Cdk5		cyclin-dependent kinase 5		Axon guidance		ATP binding///axonogenesis///cell cycle///cell division///cell migration///cell-matrix adhesion///cyclin-dependent protein kinase activity///cytosol///filopodium///kinase activity///lamellipodium///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///regulation of cell migration///transferase activity

		2		Rho		12585		0		0		0.9		0.9		0		2		0.9		Cdr2		cerebellar degeneration-related 2				biological process unknown///cytoplasm///molecular function unknown

		2		Nrl		12585		0		0.731		0.7		0		0		2		0.715		Cdr2		cerebellar degeneration-related 2				biological process unknown///cytoplasm///molecular function unknown

		2		Neurod1		12626		0		0.833		0		0.9		0		2		0.867		Cetn3		centrin 3				calcium ion binding///cell cycle///cell division///centriole///mitosis

		2		Rb1		12626		0		0		0.7		0.7		0		2		0.7		Cetn3		centrin 3				calcium ion binding///cell cycle///cell division///centriole///mitosis

		2		Nrl		12628		0		0		0		0.8		0.727		2		0.764		Cfh		complement component factor h		Complement and coagulation cascades		complement activation///complement activation, alternative pathway///immune response///innate immune response

		2		Rho		12628		0		0		0		0.7		0.738		2		0.719		Cfh		complement component factor h		Complement and coagulation cascades		complement activation///complement activation, alternative pathway///immune response///innate immune response

		2		Rho		12633		0		0		0.7		0.7		0		2		0.7		Cflar		CASP8 and FADD-like apoptosis regulator		Apoptosis		apoptosis///apoptosis///caspase activity///induction of apoptosis///protein binding///proteolysis///regulation of apoptosis

		2		Nrl		12633		0		0		0.9		0.8		0		2		0.85		Cflar		CASP8 and FADD-like apoptosis regulator		Apoptosis		apoptosis///apoptosis///caspase activity///induction of apoptosis///protein binding///proteolysis///regulation of apoptosis

		2		Nrl		12696		0.709		0		0		0		0.8		2		0.754		Cirbp		cold inducible RNA binding protein				RNA binding///nucleic acid binding///nucleotide binding///nucleus

		2		Crx		12696		0.778		0.719		0		0		0		2		0.748		Cirbp		cold inducible RNA binding protein				RNA binding///nucleic acid binding///nucleotide binding///nucleus

		2		Rho		12716		0		0		1		0		0.916		2		0.958		Ckmt1		creatine kinase, mitochondrial 1, ubiquitous		Urea cycle and metabolism of amino groups///Arginine and proline metabolism		creatine kinase activity///extracellular space///kinase activity///mitochondrion///mitochondrion///transferase activity///transferase activity, transferring phosphorus-containing groups

		2		Nrl		12716		0		0		0.9		0		0.936		2		0.918		Ckmt1		creatine kinase, mitochondrial 1, ubiquitous		Urea cycle and metabolism of amino groups///Arginine and proline metabolism		creatine kinase activity///extracellular space///kinase activity///mitochondrion///mitochondrion///transferase activity///transferase activity, transferring phosphorus-containing groups

		2		Rho		12751		0		0		0.7		0.7		0		2		0.7		Tpp1		tripeptidyl peptidase I				extracellular space///hydrolase activity///lysosome///mitochondrion///peptidase activity///serine-type endopeptidase activity///tripeptidyl-peptidase I activity

		2		Nrl		12751		0		0.762		0		0.8		0		2		0.781		Tpp1		tripeptidyl peptidase I				extracellular space///hydrolase activity///lysosome///mitochondrion///peptidase activity///serine-type endopeptidase activity///tripeptidyl-peptidase I activity

		2		Nrl		12807		0		0		0.7		0		0.909		2		0.805		Hps3		Hermansky-Pudlak syndrome 3 homolog (human)				cytoplasm///organelle organization and biogenesis

		2		Rho		12807		0		0		0.9		0		0.925		2		0.912		Hps3		Hermansky-Pudlak syndrome 3 homolog (human)				cytoplasm///organelle organization and biogenesis

		2		Nrl		12828		0		0		0.821		0		0.764		2		0.792		Col4a3		procollagen, type IV, alpha 3				basement membrane///cell adhesion///collagen type IV///extracellular matrix structural constituent///extracellular matrix structural constituent conferring tensile strength///extracellular space///nucleic acid binding

		2		Rho		12828		0		0		0.667		0		0.806		2		0.737		Col4a3		procollagen, type IV, alpha 3				basement membrane///cell adhesion///collagen type IV///extracellular matrix structural constituent///extracellular matrix structural constituent conferring tensile strength///extracellular space///nucleic acid binding

		2		Nrl		12876		0.675		0.833		0.9		0.7		0		4		0.777		Cpe		carboxypeptidase E		Type I diabetes mellitus		carboxypeptidase A activity///carboxypeptidase E activity///carboxypeptidase activity///extracellular space///hydrolase activity///insulin processing///metal ion binding///metallopeptidase activity///peptidase activity///proteolysis///zinc ion binding

		2		Rho		12876		0.72		0		1		0.8		0		3		0.84		Cpe		carboxypeptidase E		Type I diabetes mellitus		carboxypeptidase A activity///carboxypeptidase E activity///carboxypeptidase activity///extracellular space///hydrolase activity///insulin processing///metal ion binding///metallopeptidase activity///peptidase activity///proteolysis///zinc ion binding

		2		Nrl		12889		0.84		0.667		0		0		0		2		0.754		Cplx1		complexin 1				neurotransmitter transport///syntaxin binding///transport

		2		Crx		12889		0.828		0.881		0		0		0		2		0.854		Cplx1		complexin 1				neurotransmitter transport///syntaxin binding///transport

		2		Rho		12892		0		0		0.7		0.9		0.77		3		0.79		Cpox		coproporphyrinogen oxidase		Porphyrin and chlorophyll metabolism		coproporphyrinogen oxidase activity///heme biosynthesis///mitochondrion///oxidoreductase activity///porphyrin biosynthesis

		2		Nrl		12892		0		0.667		0		0		0.673		2		0.67		Cpox		coproporphyrinogen oxidase		Porphyrin and chlorophyll metabolism		coproporphyrinogen oxidase activity///heme biosynthesis///mitochondrion///oxidoreductase activity///porphyrin biosynthesis

		2		Nrl		12894		0		0.97		0.9		0		0		2		0.935		Cpt1a		carnitine palmitoyltransferase 1a, liver		Fatty acid metabolism///Adipocytokine signaling pathway		acyltransferase activity///carnitine O-palmitoyltransferase activity///fatty acid metabolism///integral to membrane///lipid metabolism///membrane///mitochondrial inner membrane///mitochondrion///outer membrane///transferase activity///transport

		2		Nr2e3		12894		0.72		0		0.9		0		0		2		0.81		Cpt1a		carnitine palmitoyltransferase 1a, liver		Fatty acid metabolism///Adipocytokine signaling pathway		acyltransferase activity///carnitine O-palmitoyltransferase activity///fatty acid metabolism///integral to membrane///lipid metabolism///membrane///mitochondrial inner membrane///mitochondrion///outer membrane///transferase activity///transport

		2		Rho		12905		0		0		0.9		0.8		0.961		3		0.887		Cradd		CASP2 and RIPK1 domain containing adaptor with death domain				apoptosis///intracellular///protein binding///regulation of apoptosis///signal transduction

		2		Nrl		12905		0		0		0.7		0.7		0.973		3		0.791		Cradd		CASP2 and RIPK1 domain containing adaptor with death domain				apoptosis///intracellular///protein binding///regulation of apoptosis///signal transduction

		2		Rho		12955		0		0		0.7		0.8		0.651		3		0.717		Cryab		crystallin, alpha B				Z disc///contractile fiber///eye development (sensu Mammalia)///insoluble fraction///muscle development///plasma membrane///response to heat///soluble fraction///structural constituent of eye lens

		2		Nrl		12955		0		0		0		0.7		0.673		2		0.686		Cryab		crystallin, alpha B				Z disc///contractile fiber///eye development (sensu Mammalia)///insoluble fraction///muscle development///plasma membrane///response to heat///soluble fraction///structural constituent of eye lens

		2		Rb1		13006		0		0		0.8		0.7		0		2		0.75		Cspg6		chondroitin sulfate proteoglycan 6				ATP binding///DNA repair///cell cycle///cell division///chromosome///chromosome organization and biogenesis///chromosome segregation///lateral element///meiosis///mitosis///nucleotide binding///nucleus///protein binding///response to DNA damage stimulus

		2		Neurod1		13006		0		0		0.9		0.9		0		2		0.9		Cspg6		chondroitin sulfate proteoglycan 6				ATP binding///DNA repair///cell cycle///cell division///chromosome///chromosome organization and biogenesis///chromosome segregation///lateral element///meiosis///mitosis///nucleotide binding///nucleus///protein binding///response to DNA damage stimulus

		2		Crx		13017		0.883		0.81		0.667		0		0		3		0.786		Ctbp2		C-terminal binding protein 2		Notch signaling pathway///Wnt signaling pathway		L-serine biosynthesis///NAD binding///metabolism///nucleus///oxidoreductase activity///oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor///protein binding///protein binding///transcription corepressor activity

		2		Nrl		13017		0.851		0.833		0		0.9		0.918		4		0.876		Ctbp2		C-terminal binding protein 2		Notch signaling pathway///Wnt signaling pathway		L-serine biosynthesis///NAD binding///metabolism///nucleus///oxidoreductase activity///oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor///protein binding///protein binding///transcription corepressor activity

		2		Nrl		13030		0		0.833		0.7		0		0		2		0.767		Ctsb		cathepsin B		Antigen processing and presentation		cathepsin B activity///cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///lysosome///mitochondrion///peptidase activity///peroxidase activity///proteolysis///response to oxidative stress

		2		Rho		13030		0.684		0		0		0.7		0		2		0.692		Ctsb		cathepsin B		Antigen processing and presentation		cathepsin B activity///cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///lysosome///mitochondrion///peptidase activity///peroxidase activity///proteolysis///response to oxidative stress

		2		Nrl		13039		0		0.833		0		0		0.9		2		0.867		Ctsl		cathepsin L		Antigen processing and presentation		actinidain activity///cathepsin L activity///cysteine-type endopeptidase activity///cysteine-type peptidase activity///extracellular space///hydrolase activity///lysosome///peptidase activity///protein binding///proteolysis

		2		Rho		13039		0		0		0		0.9		0.897		2		0.899		Ctsl		cathepsin L		Antigen processing and presentation		actinidain activity///cathepsin L activity///cysteine-type endopeptidase activity///cysteine-type peptidase activity///extracellular space///hydrolase activity///lysosome///peptidase activity///protein binding///proteolysis

		2		Crx		13163		0		0		0.667		1		0		2		0.833		Daxx		Fas death domain-associated protein		MAPK signaling pathway		PML body///apoptosis///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///transcriptional repressor activity

		2		Chx10		13163		0		0		0		1		0.843		2		0.921		Daxx		Fas death domain-associated protein		MAPK signaling pathway		PML body///apoptosis///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///transcriptional repressor activity

		2		Nrl		13170		0.784		0		0		0		0.655		2		0.719		Dbp		D site albumin promoter binding protein				DNA binding///circadian rhythm///nucleus///protein dimerization activity///regulation of transcription, DNA-dependent///rhythmic process///sequence-specific DNA binding///transcription

		2		Rho		13170		0.851		0		0		0.9		0.688		3		0.813		Dbp		D site albumin promoter binding protein				DNA binding///circadian rhythm///nucleus///protein dimerization activity///regulation of transcription, DNA-dependent///rhythmic process///sequence-specific DNA binding///transcription

		2		Rho		13190		0		0		0		0.7		0.966		2		0.833		Dct		dopachrome tautomerase		Tyrosine metabolism		cell development///dopachrome isomerase activity///extracellular space///integral to membrane///isomerase activity///melanin biosynthesis from tyrosine///membrane///metabolism///metal ion binding///oxidoreductase activity///pigmentation during development///structural molecule activity///zinc ion binding

		2		Nrl		13190		0		0.833		0		0.8		0.918		3		0.851		Dct		dopachrome tautomerase		Tyrosine metabolism		cell development///dopachrome isomerase activity///extracellular space///integral to membrane///isomerase activity///melanin biosynthesis from tyrosine///membrane///metabolism///metal ion binding///oxidoreductase activity///pigmentation during development///structural molecule activity///zinc ion binding

		2		Neurod1		13200		0		0		0.7		0.9		0		2		0.8		Ddost		dolichyl-di-phosphooligosaccharide-protein glycotransferase		N-Glycan biosynthesis		dolichyl-diphosphooligosaccharide-protein glycotransferase activity///endoplasmic reticulum///endoplasmic reticulum membrane///extracellular space///integral to membrane///membrane///protein amino acid N-linked glycosylation via asparagine///transferase activity

		2		Rb1		13200		0		0.786		0.9		0.7		0		3		0.795		Ddost		dolichyl-di-phosphooligosaccharide-protein glycotransferase		N-Glycan biosynthesis		dolichyl-diphosphooligosaccharide-protein glycotransferase activity///endoplasmic reticulum///endoplasmic reticulum membrane///extracellular space///integral to membrane///membrane///protein amino acid N-linked glycosylation via asparagine///transferase activity

		2		Nrl		13244		0		0.762		0.7		0.8		0		3		0.754		Degs1		degenerative spermatocyte homolog 1 (Drosophila)		Glycosphingolipid metabolism		integral to membrane///metallopeptidase activity///oxidoreductase activity///proteolysis///zinc ion binding

		2		Rho		13244		0		0		0.9		0.7		0		2		0.8		Degs1		degenerative spermatocyte homolog 1 (Drosophila)		Glycosphingolipid metabolism		integral to membrane///metallopeptidase activity///oxidoreductase activity///proteolysis///zinc ion binding

		2		Rho		13363		0		0		0.9		0.7		0		2		0.8		Dhh		desert hedgehog		Hedgehog signaling pathway		cell communication///cell-cell signaling///development///extracellular space///extracellular space///hydrolase activity///intein-mediated protein splicing///pattern specification///peptidase activity///protein binding///proteolysis///signal transducer activity

		2		Nrl		13363		0		0		1		0.8		0		2		0.9		Dhh		desert hedgehog		Hedgehog signaling pathway		cell communication///cell-cell signaling///development///extracellular space///extracellular space///hydrolase activity///intein-mediated protein splicing///pattern specification///peptidase activity///protein binding///proteolysis///signal transducer activity

		2		Rho		13383		0		0		0.9		0.7		0.733		3		0.778		Dlgh1		discs, large homolog 1 (Drosophila)				basolateral plasma membrane///endoplasmic reticulum///membrane///protein binding///protein binding

		2		Nrl		13383		0		0		0.7		0.8		0.727		3		0.742		Dlgh1		discs, large homolog 1 (Drosophila)				basolateral plasma membrane///endoplasmic reticulum///membrane///protein binding///protein binding

		2		Nrl		13385		0		0.833		0.7		0		0.955		3		0.829		Dlgh4		discs, large homolog 4 (Drosophila)				cytoplasm///extrinsic to internal side of plasma membrane///membrane///membrane fraction///postsynaptic membrane///protein binding///synapse///synapse///synaptic vesicle maturation///synaptic vesicle maturation///synaptosome

		2		Rho		13385		0		0		0.9		0		0.97		2		0.935		Dlgh4		discs, large homolog 4 (Drosophila)				cytoplasm///extrinsic to internal side of plasma membrane///membrane///membrane fraction///postsynaptic membrane///protein binding///synapse///synapse///synaptic vesicle maturation///synaptic vesicle maturation///synaptosome

		2		Crx		13405		0		0.738		0.975		0		0		2		0.856		Dmd		dystrophin, muscular dystrophy				actin binding///calcium ion binding///cytoskeleton///insoluble fraction///metal ion binding///microsome///muscle development///plasma membrane///protein binding///sarcolemma///striated muscle development///structural molecule activity///synapse///zinc ion binding

		2		Rho		13405		0		0		0.7		0		0.77		2		0.735		Dmd		dystrophin, muscular dystrophy				actin binding///calcium ion binding///cytoskeleton///insoluble fraction///metal ion binding///microsome///muscle development///plasma membrane///protein binding///sarcolemma///striated muscle development///structural molecule activity///synapse///zinc ion binding

		2		Nrl		13489		0		0.802		0		0.8		0.909		3		0.837		Drd2		dopamine receptor 2		Gap junction///Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///G-protein coupled receptor protein signaling pathway///adrenoceptor activity///dopamine D2 receptor-like receptor activity///dopamine D2 receptor-like receptor activity///dopamine binding///dopamine receptor activity///dopamine receptor, adenylate cyclase inhibiting pathway///dopamine receptor, adenylate cyclase inhibiting pathway///integral to membrane///membrane///neuropeptide Y receptor activity///receptor activity///response to drug///rhodopsin-like receptor activity///signal transducer activity///signal transduction

		2		Rho		13489		0		0		0		0.7		0.893		2		0.796		Drd2		dopamine receptor 2		Gap junction///Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///G-protein coupled receptor protein signaling pathway///adrenoceptor activity///dopamine D2 receptor-like receptor activity///dopamine D2 receptor-like receptor activity///dopamine binding///dopamine receptor activity///dopamine receptor, adenylate cyclase inhibiting pathway///dopamine receptor, adenylate cyclase inhibiting pathway///integral to membrane///membrane///neuropeptide Y receptor activity///receptor activity///response to drug///rhodopsin-like receptor activity///signal transducer activity///signal transduction

		2		Rho		13491		0		0		0.7		0.7		0		2		0.7		Drd4		dopamine receptor 4		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///dopamine receptor activity///integral to membrane///membrane///receptor activity///rhodopsin-like receptor activity///serotonin receptor activity///signal transducer activity///signal transduction

		2		Nrl		13491		0		0.898		0		0.8		0		2		0.849		Drd4		dopamine receptor 4		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///dopamine receptor activity///integral to membrane///membrane///receptor activity///rhodopsin-like receptor activity///serotonin receptor activity///signal transducer activity///signal transduction

		2		Nrl		13528		0		0.762		0.7		0		0.718		3		0.727		Dtnb		dystrobrevin, beta				calcium ion binding///metal ion binding///protein binding///synapse///zinc ion binding

		2		Rho		13528		0		0		0.9		0		0.779		2		0.84		Dtnb		dystrobrevin, beta				calcium ion binding///metal ion binding///protein binding///synapse///zinc ion binding

		2		Nrl		13602		0.734		0		0		0		0.764		2		0.749		Sparcl1		SPARC-like 1 (mast9, hevin)				calcium ion binding///extracellular matrix (sensu Metazoa)///extracellular space

		2		Rho		13602		0		0		0		0.9		0.67		2		0.785		Sparcl1		SPARC-like 1 (mast9, hevin)				calcium ion binding///extracellular matrix (sensu Metazoa)///extracellular space

		2		Crx		13666		0		0		0.821		0.7		0		2		0.76		Eif2ak3		eukaryotic translation initiation factor 2 alpha kinase 3		Inositol phosphate metabolism///Phosphatidylinositol signaling system///Nicotinate and nicotinamide metabolism///Benzoate degradation via CoA ligation		ATP binding///cytoplasm///endoplasmic reticulum///extracellular space///integral to membrane///kinase activity///membrane///nucleotide binding///protein amino acid phosphorylation///protein biosynthesis///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of protein biosynthesis///regulation of translation///response to unfolded protein///transferase activity///translation initiation factor activity

		2		Chx10		13666		0		0		0		0.7		0.875		2		0.787		Eif2ak3		eukaryotic translation initiation factor 2 alpha kinase 3		Inositol phosphate metabolism///Phosphatidylinositol signaling system///Nicotinate and nicotinamide metabolism///Benzoate degradation via CoA ligation		ATP binding///cytoplasm///endoplasmic reticulum///extracellular space///integral to membrane///kinase activity///membrane///nucleotide binding///protein amino acid phosphorylation///protein biosynthesis///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of protein biosynthesis///regulation of translation///response to unfolded protein///transferase activity///translation initiation factor activity

		2		Chx10		13722		0.768		0		0		0		0.761		2		0.765		Scye1		small inducible cytokine subfamily E, member 1				RNA binding///cytokine activity///extracellular space///protein biosynthesis///tRNA binding

		2		Rb1		13722		0		0.786		0		0		0.809		2		0.797		Scye1		small inducible cytokine subfamily E, member 1				RNA binding///cytokine activity///extracellular space///protein biosynthesis///tRNA binding

		2		Rho		13830		0		0		0.9		0.7		0.938		3		0.846		Stom		stomatin				integral to membrane///membrane

		2		Nrl		13830		0		0.833		1		0.8		0.9		4		0.883		Stom		stomatin				integral to membrane///membrane

		2		Chx10		14026		0		0		0.667		0		0.661		2		0.664		Evl		Ena-vasodilator stimulated phosphoprotein				protein binding

		2		Neurod1		14026		0		0		0.872		0.8		0		2		0.836		Evl		Ena-vasodilator stimulated phosphoprotein				protein binding

		2		Nrl		14232		0.733		0.905		0		0		0		2		0.819		Fkbp8		FK506 binding protein 8				binding///cell fate specification///dorsal/ventral pattern formation///eye development (sensu Mammalia)///integral to endoplasmic reticulum membrane///integral to membrane///isomerase activity///mitochondrial envelope///peptidyl-prolyl cis-trans isomerase activity///protein folding///smoothened signaling pathway///smoothened signaling pathway

		2		Crx		14232		0.72		0.905		0		0		0		2		0.813		Fkbp8		FK506 binding protein 8				binding///cell fate specification///dorsal/ventral pattern formation///eye development (sensu Mammalia)///integral to endoplasmic reticulum membrane///integral to membrane///isomerase activity///mitochondrial envelope///peptidyl-prolyl cis-trans isomerase activity///protein folding///smoothened signaling pathway///smoothened signaling pathway

		2		Nrl		14245		0		0		0		0.8		0.891		2		0.845		Lpin1		lipin 1				lipid metabolism///molecular function unknown///nucleus///regulation of fat cell differentiation

		2		Rho		14245		0		0		0.7		0.7		0.834		3		0.745		Lpin1		lipin 1				lipid metabolism///molecular function unknown///nucleus///regulation of fat cell differentiation

		2		Neurod1		14251		0.757		0		0.667		0		0		2		0.712		Flot1		flotillin 1		Insulin signaling pathway		biological process unknown///flotillin complex///integral to membrane///lipid raft///membrane///molecular function unknown

		2		Nrl		14251		0.88		0.81		0		0		0		2		0.845		Flot1		flotillin 1		Insulin signaling pathway		biological process unknown///flotillin complex///integral to membrane///lipid raft///membrane///molecular function unknown

		2		Nrl		14319		0		0.833		0		0.7		0		2		0.767		Fth1		ferritin heavy chain 1		Porphyrin and chlorophyll metabolism		binding///ferric iron binding///ferroxidase activity///iron ion binding///iron ion homeostasis///iron ion transport///metal ion binding///oxidoreductase activity

		2		Crx		14319		0		0.976		0.667		0		0		2		0.822		Fth1		ferritin heavy chain 1		Porphyrin and chlorophyll metabolism		binding///ferric iron binding///ferroxidase activity///iron ion binding///iron ion homeostasis///iron ion transport///metal ion binding///oxidoreductase activity

		2		Chx10		14385		0		0		0		0.8		0.661		2		0.73		Slc37a4		solute carrier family 37 (glycerol-6-phosphate transporter), member 4				integral to membrane///membrane///sugar porter activity///transport///transporter activity

		2		Crx		14385		0		0.786		0.821		0.8		0		3		0.802		Slc37a4		solute carrier family 37 (glycerol-6-phosphate transporter), member 4				integral to membrane///membrane///sugar porter activity///transport///transporter activity

		2		Rho		14394		0		0		0.8		0.9		0		2		0.85		Gabra1		gamma-aminobutyric acid (GABA-A) receptor, subunit alpha 1		Neuroactive ligand-receptor interaction		GABA-A receptor activity///chloride transport///extracellular ligand-gated ion channel activity///extracellular space///gamma-aminobutyric acid signaling pathway///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///protein binding///receptor activity///synaptic transmission///transport

		2		Nrl		14394		0		0.814		0.9		0		0		2		0.857		Gabra1		gamma-aminobutyric acid (GABA-A) receptor, subunit alpha 1		Neuroactive ligand-receptor interaction		GABA-A receptor activity///chloride transport///extracellular ligand-gated ion channel activity///extracellular space///gamma-aminobutyric acid signaling pathway///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///protein binding///receptor activity///synaptic transmission///transport

		2		Nrl		14406		0		0.81		0		0.7		0.864		3		0.791		Gabrg2		gamma-aminobutyric acid (GABA-A) receptor, subunit gamma 2		Neuroactive ligand-receptor interaction		GABA-A receptor activity///chloride transport///extracellular ligand-gated ion channel activity///gamma-aminobutyric acid signaling pathway///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///protein binding///receptor activity///synaptic transmission///transport

		2		Rho		14406		0		0		0		0.8		0.916		2		0.858		Gabrg2		gamma-aminobutyric acid (GABA-A) receptor, subunit gamma 2		Neuroactive ligand-receptor interaction		GABA-A receptor activity///chloride transport///extracellular ligand-gated ion channel activity///gamma-aminobutyric acid signaling pathway///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///protein binding///receptor activity///synaptic transmission///transport

		2		Rho		14408		0		0		0.9		0.7		0		2		0.8		Gabrr1		gamma-aminobutyric acid (GABA-C) receptor, subunit rho 1		Neuroactive ligand-receptor interaction		GABA-A receptor activity///chloride transport///extracellular ligand-gated ion channel activity///extracellular space///gamma-aminobutyric acid signaling pathway///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///transport

		2		Nrl		14408		0		0.755		0.8		0.8		0		3		0.785		Gabrr1		gamma-aminobutyric acid (GABA-C) receptor, subunit rho 1		Neuroactive ligand-receptor interaction		GABA-A receptor activity///chloride transport///extracellular ligand-gated ion channel activity///extracellular space///gamma-aminobutyric acid signaling pathway///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///transport

		2		Rho		14409		0		0		0.7		0.8		0		2		0.75		Gabrr2		gamma-aminobutyric acid (GABA-C) receptor, subunit rho 2		Neuroactive ligand-receptor interaction		GABA-A receptor activity///axon///chloride transport///extracellular ligand-gated ion channel activity///extracellular space///eye photoreceptor cell development///gamma-aminobutyric acid signaling pathway///integral to membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///receptor activity///transport///visual perception

		2		Nrl		14409		0		0.69		0		0.7		0		2		0.695		Gabrr2		gamma-aminobutyric acid (GABA-C) receptor, subunit rho 2		Neuroactive ligand-receptor interaction		GABA-A receptor activity///axon///chloride transport///extracellular ligand-gated ion channel activity///extracellular space///eye photoreceptor cell development///gamma-aminobutyric acid signaling pathway///integral to membrane///ion channel activity///ion transport///membrane///neurotransmitter receptor activity///postsynaptic membrane///receptor activity///transport///visual perception

		2		Rho		14415		0		0		0.7		0.8		0		2		0.75		Gad1		glutamic acid decarboxylase 1		Type I diabetes mellitus///Taurine and hypotaurine metabolism///Butanoate metabolism///Glutamate metabolism///Alanine and aspartate metabolism///beta-Alanine metabolism		amino acid metabolism///carboxy-lyase activity///cytoplasm///glutamate decarboxylase activity///lyase activity///mitochondrion///neurotransmitter biosynthesis///synaptic transmission

		2		Nrl		14415		0		0.881		0		0.7		0		2		0.79		Gad1		glutamic acid decarboxylase 1		Type I diabetes mellitus///Taurine and hypotaurine metabolism///Butanoate metabolism///Glutamate metabolism///Alanine and aspartate metabolism///beta-Alanine metabolism		amino acid metabolism///carboxy-lyase activity///cytoplasm///glutamate decarboxylase activity///lyase activity///mitochondrion///neurotransmitter biosynthesis///synaptic transmission

		2		Rb1		14450		0		0.976		0.8		0		0		2		0.888		Gart		phosphoribosylglycinamide formyltransferase		One carbon pool by folate///Purine metabolism		de novo' IMP biosynthesis///biosynthesis///catalytic activity///cytoplasm///hydroxymethyl-, formyl- and related transferase activity///ligase activity///phosphoribosylamine-glycine ligase activity///phosphoribosylformylglycinamidine cyclo-ligase activity///phosphoribosylglycinamide formyltransferase activity///purine base biosynthesis///purine nucleotide biosynthesis///transferase activity

		2		Crx		14450		0		0		0.821		0.8		0		2		0.81		Gart		phosphoribosylglycinamide formyltransferase		One carbon pool by folate///Purine metabolism		de novo' IMP biosynthesis///biosynthesis///catalytic activity///cytoplasm///hydroxymethyl-, formyl- and related transferase activity///ligase activity///phosphoribosylamine-glycine ligase activity///phosphoribosylformylglycinamidine cyclo-ligase activity///phosphoribosylglycinamide formyltransferase activity///purine base biosynthesis///purine nucleotide biosynthesis///transferase activity

		2		Rho		14479		0		0		0.9		0		0.788		2		0.844		Usp15		ubiquitin specific peptidase 15				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism///ubiquitin-specific protease activity

		2		Nrl		14479		0		0		1		0		0.864		2		0.932		Usp15		ubiquitin specific peptidase 15				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism///ubiquitin-specific protease activity

		2		Chx10		14548		0		0		0		0.9		0.67		2		0.785		Mrps33		mitochondrial ribosomal protein S33				biological process unknown///cellular component unknown///mitochondrion///molecular function unknown///ribonucleoprotein complex

		2		Crx		14548		0		0		0.667		0.9		0		2		0.783		Mrps33		mitochondrial ribosomal protein S33				biological process unknown///cellular component unknown///mitochondrion///molecular function unknown///ribonucleoprotein complex

		2		Nrl		14595		0		0.857		1		0		0.782		3		0.88		B4galt1		UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase, polypeptide 1		N-Glycan biosynthesis///Galactose metabolism///Keratan sulfate biosynthesis		Golgi apparatus///Golgi stack///N-acetyllactosamine synthase activity///beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase activity///beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase activity///carbohydrate metabolism///development of secondary sexual characteristics///extracellular matrix organization and biogenesis///galactose metabolism///integral to membrane///lactose synthase activity///manganese ion binding///membrane///metal ion binding///oligosaccharide biosynthesis///plasma membrane///transferase activity///transferase activity, transferring glycosyl groups

		2		Rho		14595		0		0		0.9		0.9		0.825		3		0.875		B4galt1		UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase, polypeptide 1		N-Glycan biosynthesis///Galactose metabolism///Keratan sulfate biosynthesis		Golgi apparatus///Golgi stack///N-acetyllactosamine synthase activity///beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase activity///beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase activity///carbohydrate metabolism///development of secondary sexual characteristics///extracellular matrix organization and biogenesis///galactose metabolism///integral to membrane///lactose synthase activity///manganese ion binding///membrane///metal ion binding///oligosaccharide biosynthesis///plasma membrane///transferase activity///transferase activity, transferring glycosyl groups

		2		Crx		14617		0		0.952		0.667		0		0		2		0.81		Gja9		gap junction membrane channel protein alpha 9		Gap junction///Cell Communication		cell communication///cell-cell signaling///connexon channel activity///connexon complex///gap junction///gap-junction forming channel activity///integral to membrane///membrane///synaptic transmission///visual perception

		2		Nrl		14617		0		0.881		0.9		0		0		2		0.89		Gja9		gap junction membrane channel protein alpha 9		Gap junction///Cell Communication		cell communication///cell-cell signaling///connexon channel activity///connexon complex///gap junction///gap-junction forming channel activity///integral to membrane///membrane///synaptic transmission///visual perception

		2		Rho		14660		0		0		0.9		0		0.852		2		0.876		Gls		glutaminase		D-Glutamine and D-glutamate metabolism///Nitrogen metabolism///Glutamate metabolism		glutaminase activity///mitochondrial inner membrane

		2		Nrl		14660		0		0		0.7		0		0.827		2		0.764		Gls		glutaminase		D-Glutamine and D-glutamate metabolism///Nitrogen metabolism///Glutamate metabolism		glutaminase activity///mitochondrial inner membrane

		2		Neurod1		14661		0.699		0		0.7		0		0		2		0.7		Glud1		glutamate dehydrogenase 1		Urea cycle and metabolism of amino groups///Glutamate metabolism///D-Glutamine and D-glutamate metabolism///Nitrogen metabolism///Arginine and proline metabolism		ATP binding///GTP binding///amino acid metabolism///glutamate dehydrogenase [NAD(P)+] activity///mitochondrial inner membrane///mitochondrion///nucleotide binding///oxidoreductase activity

		2		Rb1		14661		0		0		0.9		0.7		0.755		3		0.785		Glud1		glutamate dehydrogenase 1		Urea cycle and metabolism of amino groups///Glutamate metabolism///D-Glutamine and D-glutamate metabolism///Nitrogen metabolism///Arginine and proline metabolism		ATP binding///GTP binding///amino acid metabolism///glutamate dehydrogenase [NAD(P)+] activity///mitochondrial inner membrane///mitochondrion///nucleotide binding///oxidoreductase activity

		2		Nrl		14664		0.699		0.833		0		0.9		0.791		4		0.806		Slc6a9		solute carrier family 6 (neurotransmitter transporter, glycine), member 9				amino acid transport///amino acid transporter activity///integral to membrane///integral to plasma membrane///membrane///neurotransmitter transport///neurotransmitter:sodium symporter activity///sodium:amino acid symporter activity///symporter activity///transport

		2		Rho		14664		0.688		0		0		0		0.825		2		0.756		Slc6a9		solute carrier family 6 (neurotransmitter transporter, glycine), member 9				amino acid transport///amino acid transporter activity///integral to membrane///integral to plasma membrane///membrane///neurotransmitter transport///neurotransmitter:sodium symporter activity///sodium:amino acid symporter activity///symporter activity///transport

		2		Rho		14681		0.704		0		0		0.9		0.925		3		0.843		Gnao1		guanine nucleotide binding protein, alpha o		Long-term depression		G-protein coupled receptor protein signaling pathway///G-protein coupled receptor protein signaling pathway///GTP binding///GTPase activity///cellular physiological process///dopamine receptor signaling pathway///guanyl nucleotide binding///heterotrimeric G-protein complex///locomotory behavior///membrane fraction///nucleotide binding///regulation of heart contraction///signal transducer activity///signal transduction

		2		Nrl		14681		0.85		0		0		0		0.918		2		0.884		Gnao1		guanine nucleotide binding protein, alpha o		Long-term depression		G-protein coupled receptor protein signaling pathway///G-protein coupled receptor protein signaling pathway///GTP binding///GTPase activity///cellular physiological process///dopamine receptor signaling pathway///guanyl nucleotide binding///heterotrimeric G-protein complex///locomotory behavior///membrane fraction///nucleotide binding///regulation of heart contraction///signal transducer activity///signal transduction

		2		Rho		14686		0		0		0		0.9		0.952		2		0.926		Gnat2		guanine nucleotide binding protein, alpha transducing 2				G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to cGMP nucleotide second messenger///GTP binding///GTPase activity///guanyl nucleotide binding///heterotrimeric G-protein complex///membrane fraction///nucleotide binding///phototransduction///sensory perception///signal transducer activity///signal transduction///visual perception

		2		Nrl		14686		0		0.898		0		0		0.927		2		0.913		Gnat2		guanine nucleotide binding protein, alpha transducing 2				G-protein coupled receptor protein signaling pathway///G-protein signaling, coupled to cGMP nucleotide second messenger///GTP binding///GTPase activity///guanyl nucleotide binding///heterotrimeric G-protein complex///membrane fraction///nucleotide binding///phototransduction///sensory perception///signal transducer activity///signal transduction///visual perception

		2		Crx		14687		0		0.929		0.667		0		0		2		0.798		Gnaz		guanine nucleotide binding protein, alpha z subunit		Long-term depression		G-protein coupled receptor protein signaling pathway///GTP binding///GTPase activity///guanyl nucleotide binding///heterotrimeric G-protein complex///membrane///membrane fraction///nucleotide binding///signal transducer activity///signal transduction

		2		Nrl		14687		0		0.929		0.7		0		0		2		0.814		Gnaz		guanine nucleotide binding protein, alpha z subunit		Long-term depression		G-protein coupled receptor protein signaling pathway///GTP binding///GTPase activity///guanyl nucleotide binding///heterotrimeric G-protein complex///membrane///membrane fraction///nucleotide binding///signal transducer activity///signal transduction

		2		Chx10		14693		0		0		0.7		0.8		0		2		0.75		Gnb2		guanine nucleotide binding protein, beta 2				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///protein binding///signal transducer activity///signal transduction

		2		Neurod1		14693		0		0.714		0.7		0		0		2		0.707		Gnb2		guanine nucleotide binding protein, beta 2				G-protein coupled receptor protein signaling pathway///GTPase activity///heterotrimeric G-protein complex///protein binding///signal transducer activity///signal transduction

		2		Nrl		14718		0		0		0.7		0		0.927		2		0.814		Got1		glutamate oxaloacetate transaminase 1, soluble		Tyrosine metabolism///Phenylalanine metabolism///Alanine and aspartate metabolism///Arginine and proline metabolism///Phenylalanine, tyrosine and tryptophan biosynthesis///Glutamate metabolism///Carbon fixation///Novobiocin biosynthesis///Alkaloid biosynthesis I///Cysteine metabolism		amino acid metabolism///aspartate transaminase activity///biosynthesis///catalytic activity///transaminase activity///transferase activity///transferase activity, transferring nitrogenous groups

		2		Rho		14718		0		0		0.9		0		0.916		2		0.908		Got1		glutamate oxaloacetate transaminase 1, soluble		Tyrosine metabolism///Phenylalanine metabolism///Alanine and aspartate metabolism///Arginine and proline metabolism///Phenylalanine, tyrosine and tryptophan biosynthesis///Glutamate metabolism///Carbon fixation///Novobiocin biosynthesis///Alkaloid biosynthesis I///Cysteine metabolism		amino acid metabolism///aspartate transaminase activity///biosynthesis///catalytic activity///transaminase activity///transferase activity///transferase activity, transferring nitrogenous groups

		2		Nrl		14719		0		0		0.7		0		0.891		2		0.795		Got2		glutamate oxaloacetate transaminase 2, mitochondrial		Tyrosine metabolism///Novobiocin biosynthesis///Glutamate metabolism///Cysteine metabolism///Phenylalanine metabolism///Alkaloid biosynthesis I///Arginine and proline metabolism///Alanine and aspartate metabolism///Phenylalanine, tyrosine and tryptophan biosynthesis///Carbon fixation		amino acid metabolism///aspartate transaminase activity///biosynthesis///catalytic activity///extracellular space///mitochondrial inner membrane///mitochondrion///mitochondrion///transaminase activity///transferase activity///transferase activity, transferring nitrogenous groups

		2		Rho		14719		0		0		0.9		0		0.852		2		0.876		Got2		glutamate oxaloacetate transaminase 2, mitochondrial		Tyrosine metabolism///Novobiocin biosynthesis///Glutamate metabolism///Cysteine metabolism///Phenylalanine metabolism///Alkaloid biosynthesis I///Arginine and proline metabolism///Alanine and aspartate metabolism///Phenylalanine, tyrosine and tryptophan biosynthesis///Carbon fixation		amino acid metabolism///aspartate transaminase activity///biosynthesis///catalytic activity///extracellular space///mitochondrial inner membrane///mitochondrion///mitochondrion///transaminase activity///transferase activity///transferase activity, transferring nitrogenous groups

		2		Nr2e3		14732		0.838		0		0.7		0		0		2		0.769		Gpam		glycerol-3-phosphate acyltransferase, mitochondrial		Glycerophospholipid metabolism///Glycerolipid metabolism		acyltransferase activity///cellular lipid metabolism///fatty acid metabolism///glycerol-3-phosphate O-acyltransferase activity///integral to membrane///membrane///metabolism///mitochondrial inner membrane///mitochondrion///phospholipid biosynthesis///positive regulation of body size///transferase activity

		2		Nrl		14732		0		0.881		0.7		0.9		0		3		0.827		Gpam		glycerol-3-phosphate acyltransferase, mitochondrial		Glycerophospholipid metabolism///Glycerolipid metabolism		acyltransferase activity///cellular lipid metabolism///fatty acid metabolism///glycerol-3-phosphate O-acyltransferase activity///integral to membrane///membrane///metabolism///mitochondrial inner membrane///mitochondrion///phospholipid biosynthesis///positive regulation of body size///transferase activity

		2		Rb1		14784		0		0		0.7		0		0.845		2		0.773		Grb2		growth factor receptor bound protein 2		Focal adhesion///Dorso-ventral axis formation///T cell receptor signaling pathway///Insulin signaling pathway///MAPK signaling pathway///Gap junction///Natural killer cell mediated cytotoxicity///Jak-STAT signaling pathway///Neurodegenerative Disorders///Huntington's disease		MAPKKK cascade///Ras protein signal transduction///SH3/SH2 adaptor activity///cytoplasm///intracellular signaling cascade///protein binding///receptor activity///vesicle membrane

		2		Chx10		14784		0		0.667		0		0		0.743		2		0.705		Grb2		growth factor receptor bound protein 2		Focal adhesion///Dorso-ventral axis formation///T cell receptor signaling pathway///Insulin signaling pathway///MAPK signaling pathway///Gap junction///Natural killer cell mediated cytotoxicity///Jak-STAT signaling pathway///Neurodegenerative Disorders///Huntington's disease		MAPKKK cascade///Ras protein signal transduction///SH3/SH2 adaptor activity///cytoplasm///intracellular signaling cascade///protein binding///receptor activity///vesicle membrane

		2		Rho		14788		0.885		0		0		0		0.788		2		0.836		Gpr162		G protein-coupled receptor 162				G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///integral to membrane///membrane///receptor activity///rhodopsin-like receptor activity///signal transducer activity///signal transduction

		2		Nrl		14788		0.801		0		0		0		0.791		2		0.796		Gpr162		G protein-coupled receptor 162				G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///integral to membrane///membrane///receptor activity///rhodopsin-like receptor activity///signal transducer activity///signal transduction

		2		Nrl		14823		0		0.905		0.9		0.9		0.727		4		0.858		Grm8		glutamate receptor, metabotropic 8		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///group III metabotropic glutamate receptor activity///integral to membrane///membrane///metabotropic glutamate, GABA-B-like receptor activity///receptor activity///sensory perception///sensory perception of smell///signal transducer activity///signal transduction

		2		Rho		14823		0		0		0.7		0		0.806		2		0.753		Grm8		glutamate receptor, metabotropic 8		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///group III metabotropic glutamate receptor activity///integral to membrane///membrane///metabotropic glutamate, GABA-B-like receptor activity///receptor activity///sensory perception///sensory perception of smell///signal transducer activity///signal transduction

		2		Chx10		14828		0.784		0		0		0.7		0		2		0.742		Hspa5		heat shock 70kD protein 5 (glucose-regulated protein)		Prion disease///MAPK signaling pathway///Neurodegenerative Disorders///Antigen processing and presentation		ATP binding///ER overload response///endoplasmic reticulum///nucleotide binding///protein binding///protein folding///response to unfolded protein///ribosome binding

		2		Crx		14828		0		0		0.667		0.7		0		2		0.683		Hspa5		heat shock 70kD protein 5 (glucose-regulated protein)		Prion disease///MAPK signaling pathway///Neurodegenerative Disorders///Antigen processing and presentation		ATP binding///ER overload response///endoplasmic reticulum///nucleotide binding///protein binding///protein folding///response to unfolded protein///ribosome binding

		2		Nrl		14840		0		0.857		0.9		0		0		2		0.879		Gsg1		germ cell-specific gene 1				integral to membrane

		2		Rho		14840		0		0		0.8		0.9		0		2		0.85		Gsg1		germ cell-specific gene 1				integral to membrane

		2		Rho		14854		0		0		0.9		0		0.724		2		0.812		Gss		glutathione synthetase		Glutamate metabolism///Glutathione metabolism		ATP binding///glutathione biosynthesis///glutathione synthase activity///ligase activity///nucleotide binding

		2		Nrl		14854		0		0		1		0		0.682		2		0.841		Gss		glutathione synthetase		Glutamate metabolism///Glutathione metabolism		ATP binding///glutathione biosynthesis///glutathione synthase activity///ligase activity///nucleotide binding

		2		Rho		14870		0		0		0.7		0.7		0		2		0.7		Gstp1		glutathione S-transferase, pi 1		Metabolism of xenobiotics by cytochrome P450///Glutathione metabolism		glutathione metabolism///glutathione transferase activity///metabolism///transferase activity

		2		Nrl		14870		0		0.857		0		0.8		0		2		0.829		Gstp1		glutathione S-transferase, pi 1		Metabolism of xenobiotics by cytochrome P450///Glutathione metabolism		glutathione metabolism///glutathione transferase activity///metabolism///transferase activity

		2		Neurod1		14897		0		0		0.7		0.9		0		2		0.8		Trip12		thyroid hormone receptor interactor 12				intracellular///protein modification///receptor activity///ubiquitin cycle///ubiquitin-protein ligase activity

		2		Rb1		14897		0		0		0.9		0.7		0		2		0.8		Trip12		thyroid hormone receptor interactor 12				intracellular///protein modification///receptor activity///ubiquitin cycle///ubiquitin-protein ligase activity

		2		Nrl		14904		0		0.738		0		0		0.727		2		0.733		Gtpbp1		GTP binding protein 1				GTP binding///nucleotide binding///protein biosynthesis

		2		Neurod1		14904		0.701		0		0		0.7		0		2		0.701		Gtpbp1		GTP binding protein 1				GTP binding///nucleotide binding///protein biosynthesis

		2		Rho		14913		0.712		0		0.7		0.8		0.943		4		0.789		Guca1a		guanylate cyclase activator 1a (retina)				calcium ion binding///calcium sensitive guanylate cyclase activator activity///guanylate cyclase regulator activity///phototransduction///regulation of guanylate cyclase activity///sensory perception///visual perception

		2		Nrl		14913		0		0.81		0		0.7		0.936		3		0.815		Guca1a		guanylate cyclase activator 1a (retina)				calcium ion binding///calcium sensitive guanylate cyclase activator activity///guanylate cyclase regulator activity///phototransduction///regulation of guanylate cyclase activity///sensory perception///visual perception

		2		Nrl		15239		0.84		0.81		0		0.8		0		3		0.816		Hgs		HGF-regulated tyrosine kinase substrate				cytoplasm///intracellular protein transport///kinase activity///membrane///metal ion binding///protein transport///transport///zinc ion binding

		2		Neurod1		15239		0.765		0		0.8		0		0		2		0.782		Hgs		HGF-regulated tyrosine kinase substrate				cytoplasm///intracellular protein transport///kinase activity///membrane///metal ion binding///protein transport///transport///zinc ion binding

		2		Rho		15251		0		0		1		1		0.861		3		0.954		Hif1a		hypoxia inducible factor 1, alpha subunit				DNA binding///angiogenesis///cell differentiation///flagellum (sensu Eukaryota)///microsome///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of apoptosis///regulation of transcription///regulation of transcription, DNA-dependent///regulation of transcription, DNA-dependent///response to hypoxia///response to hypoxia///signal transducer activity///signal transduction///transcription///transcription factor activity///transcription factor activity///transcription regulator activity///two-component sensor molecule activity///two-component signal transduction system (phosphorelay)

		2		Nrl		15251		0		0.762		0.9		0		0.809		3		0.824		Hif1a		hypoxia inducible factor 1, alpha subunit				DNA binding///angiogenesis///cell differentiation///flagellum (sensu Eukaryota)///microsome///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of apoptosis///regulation of transcription///regulation of transcription, DNA-dependent///regulation of transcription, DNA-dependent///response to hypoxia///response to hypoxia///signal transducer activity///signal transduction///transcription///transcription factor activity///transcription factor activity///transcription regulator activity///two-component sensor molecule activity///two-component signal transduction system (phosphorelay)

		2		Rho		15259		0		0		0.9		0		0.856		2		0.878		Hipk3		homeodomain interacting protein kinase 3				ATP binding///apoptosis///cytoplasm///kinase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of transcription, DNA-dependent///transcription///transferase activity

		2		Nrl		15259		0		0		0.8		0		0.791		2		0.795		Hipk3		homeodomain interacting protein kinase 3				ATP binding///apoptosis///cytoplasm///kinase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of transcription, DNA-dependent///transcription///transferase activity

		2		Crx		15469		0		0		0.718		0.8		0		2		0.759		Prmt1		protein arginine N-methyltransferase 1		Androgen and estrogen metabolism///Aminophosphonate metabolism///Selenoamino acid metabolism///Histidine metabolism///Tryptophan metabolism///Tyrosine metabolism///Nitrobenzene degradation		S-adenosylmethionine-dependent methyltransferase activity///[cytochrome c]-arginine N-methyltransferase activity///embryonic development (sensu Mammalia)///histone-arginine N-methyltransferase activity///methyltransferase activity///nucleus///peptidyl-arginine methylation, to asymmetrical-dimethyl arginine///peptidyl-arginine omega-N-methylation///protein amino acid methylation///protein methyltransferase activity///protein methyltransferase activity///protein-arginine omega-N asymmetric methyltransferase activity///protein-arginine omega-N monomethyltransferase activity///ribonucleoprotein complex///transferase activity

		2		Chx10		15469		0		0.762		0		0.8		0		2		0.781		Prmt1		protein arginine N-methyltransferase 1		Androgen and estrogen metabolism///Aminophosphonate metabolism///Selenoamino acid metabolism///Histidine metabolism///Tryptophan metabolism///Tyrosine metabolism///Nitrobenzene degradation		S-adenosylmethionine-dependent methyltransferase activity///[cytochrome c]-arginine N-methyltransferase activity///embryonic development (sensu Mammalia)///histone-arginine N-methyltransferase activity///methyltransferase activity///nucleus///peptidyl-arginine methylation, to asymmetrical-dimethyl arginine///peptidyl-arginine omega-N-methylation///protein amino acid methylation///protein methyltransferase activity///protein methyltransferase activity///protein-arginine omega-N asymmetric methyltransferase activity///protein-arginine omega-N monomethyltransferase activity///ribonucleoprotein complex///transferase activity

		2		Crx		15568		0		0		0.947		0.8		0		2		0.874		Elavl1		ELAV (embryonic lethal, abnormal vision, Drosophila)-like 1 (Hu antigen R)				RNA binding///mRNA stabilization///nucleic acid binding///nucleotide binding

		2		Rb1		15568		0		0.659		0.667		0		0		2		0.663		Elavl1		ELAV (embryonic lethal, abnormal vision, Drosophila)-like 1 (Hu antigen R)				RNA binding///mRNA stabilization///nucleic acid binding///nucleotide binding

		2		Crx		15979		0		0.85		0.667		0		0		2		0.759		Ifngr1		interferon gamma receptor 1		Natural killer cell mediated cytotoxicity///Jak-STAT signaling pathway///Cytokine-cytokine receptor interaction		cytokine binding///extracellular space///hematopoietin/interferon-class (D200-domain) cytokine receptor activity///integral to membrane///membrane///receptor activity

		2		Nrl		15979		0		0.695		0.9		0		0		2		0.797		Ifngr1		interferon gamma receptor 1		Natural killer cell mediated cytotoxicity///Jak-STAT signaling pathway///Cytokine-cytokine receptor interaction		cytokine binding///extracellular space///hematopoietin/interferon-class (D200-domain) cytokine receptor activity///integral to membrane///membrane///receptor activity

		2		Nr2e3		16391		0		0		0.7		0		0.7		2		0.7		Isgf3g		interferon dependent positive acting transcription factor 3 gamma		Jak-STAT signaling pathway		DNA binding///immune response///interferon type I biosynthesis///nucleus///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Rho		16391		0		0		0.9		0		0.665		2		0.783		Isgf3g		interferon dependent positive acting transcription factor 3 gamma		Jak-STAT signaling pathway		DNA binding///immune response///interferon type I biosynthesis///nucleus///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Crx		16392		0		0.683		0		1		0		2		0.841		Isl1		ISL1 transcription factor, LIM/homeodomain (islet 1)				DNA binding///RNA polymerase II transcription factor activity///development///generation of precursor metabolites and energy///heart development///metal ion binding///nucleus///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription factor activity///zinc ion binding

		2		Chx10		16392		0		0		0.8		1		0		2		0.9		Isl1		ISL1 transcription factor, LIM/homeodomain (islet 1)				DNA binding///RNA polymerase II transcription factor activity///development///generation of precursor metabolites and energy///heart development///metal ion binding///nucleus///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription factor activity///zinc ion binding

		2		Rho		16449		0		0		1		0		0.77		2		0.885		Jag1		jagged 1		Notch signaling pathway		Notch signaling pathway///calcium ion binding///cell communication///development///extracellular space///integral to membrane///membrane///morphogenesis of an epithelial sheet///negative regulation of cell differentiation///organ morphogenesis///plasma membrane///positive regulation of Notch signaling pathway///positive regulation of myeloid cell differentiation///protein binding

		2		Nrl		16449		0		0		0.9		0		0.664		2		0.782		Jag1		jagged 1		Notch signaling pathway		Notch signaling pathway///calcium ion binding///cell communication///development///extracellular space///integral to membrane///membrane///morphogenesis of an epithelial sheet///negative regulation of cell differentiation///organ morphogenesis///plasma membrane///positive regulation of Notch signaling pathway///positive regulation of myeloid cell differentiation///protein binding

		2		Nrl		16451		0		0.976		0		0.9		0		2		0.938		Jak1		Janus kinase 1		Adipocytokine signaling pathway///Jak-STAT signaling pathway		ATP binding///Janus kinase activity///cytoskeleton///intracellular signaling cascade///kinase activity///nucleotide binding///peptidyl-tyrosine phosphorylation///protein amino acid phosphorylation///protein binding///protein kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Crx		16451		0		0.905		0.821		0		0		2		0.863		Jak1		Janus kinase 1		Adipocytokine signaling pathway///Jak-STAT signaling pathway		ATP binding///Janus kinase activity///cytoskeleton///intracellular signaling cascade///kinase activity///nucleotide binding///peptidyl-tyrosine phosphorylation///protein amino acid phosphorylation///protein binding///protein kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Nrl		16502		0		0		0.8		0		0.873		2		0.836		Kcnc1		potassium voltage gated channel, Shaw-related subfamily, member 1				cation channel activity///cation transport///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///potassium channel activity///potassium ion binding///potassium ion transport///protein binding///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel complex

		2		Rho		16502		0		0		0.9		0		0.934		2		0.917		Kcnc1		potassium voltage gated channel, Shaw-related subfamily, member 1				cation channel activity///cation transport///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///membrane///potassium channel activity///potassium ion binding///potassium ion transport///protein binding///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel complex

		2		Nrl		16531		0		0.833		0.8		0		0.973		3		0.869		Kcnma1		potassium large conductance calcium-activated channel, subfamily M, alpha member 1				DNA binding///DNA methylation///N-methyltransferase activity///calcium ion binding///calcium-activated potassium channel activity///calcium-activated potassium channel activity///cation channel activity///cation transport///electron transport///electron transporter activity///heme binding///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///magnesium ion binding///membrane///metal ion binding///potassium channel activity///potassium ion binding///potassium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel complex

		2		Rho		16531		0		0		0.9		0.9		0.961		3		0.92		Kcnma1		potassium large conductance calcium-activated channel, subfamily M, alpha member 1				DNA binding///DNA methylation///N-methyltransferase activity///calcium ion binding///calcium-activated potassium channel activity///calcium-activated potassium channel activity///cation channel activity///cation transport///electron transport///electron transporter activity///heme binding///integral to membrane///integral to plasma membrane///ion channel activity///ion transport///magnesium ion binding///membrane///metal ion binding///potassium channel activity///potassium ion binding///potassium ion transport///transport///voltage-gated ion channel activity///voltage-gated potassium channel activity///voltage-gated potassium channel complex

		2		Rho		16563		0		0		0.7		0.8		0		2		0.75		Kif2a		kinesin family member 2A				ATP binding///kinesin complex///microtubule///microtubule associated complex///microtubule motor activity///microtubule-based movement///microtubule-based process///motor activity///nucleotide binding

		2		Nrl		16563		0		0.738		0.9		0.7		0		3		0.779		Kif2a		kinesin family member 2A				ATP binding///kinesin complex///microtubule///microtubule associated complex///microtubule motor activity///microtubule-based movement///microtubule-based process///motor activity///nucleotide binding

		2		Rho		16565		0.788		0		0		0		0.815		2		0.802		Kif21b		kinesin family member 21B				ATP binding///kinesin complex///microtubule///microtubule associated complex///microtubule motor activity///microtubule-based movement///microtubule-based process///motor activity///nucleotide binding

		2		Nrl		16565		0.757		0		0		0		0.836		2		0.796		Kif21b		kinesin family member 21B				ATP binding///kinesin complex///microtubule///microtubule associated complex///microtubule motor activity///microtubule-based movement///microtubule-based process///motor activity///nucleotide binding

		2		Rho		16569		0		0		0.9		0		0.897		2		0.899		Kif3b		kinesin family member 3B				ATP binding///kinesin complex///microtubule///microtubule associated complex///microtubule motor activity///microtubule-based movement///microtubule-based process///motor activity///nucleotide binding///protein binding

		2		Nrl		16569		0		0		0.7		0		0.836		2		0.768		Kif3b		kinesin family member 3B				ATP binding///kinesin complex///microtubule///microtubule associated complex///microtubule motor activity///microtubule-based movement///microtubule-based process///motor activity///nucleotide binding///protein binding

		2		Crx		16593		0		0		0.667		0.8		0		2		0.733		Kns2		kinesin 2				axon///axon cargo transport///binding///cytoplasmic vesicle///kinesin complex///microtubule///microtubule motor activity///motor activity///protein binding

		2		Rb1		16593		0		0		0.9		0		0.664		2		0.782		Kns2		kinesin 2				axon///axon cargo transport///binding///cytoplasmic vesicle///kinesin complex///microtubule///microtubule motor activity///motor activity///protein binding

		2		Neurod1		16828		0.65		0		0.7		0		0		2		0.675		Ldha		lactate dehydrogenase A		Propanoate metabolism///Pyruvate metabolism///Glycolysis / Gluconeogenesis///Cysteine metabolism		L-lactate dehydrogenase activity///anaerobic glycolysis///cytoplasm///glycolysis///oxidoreductase activity///tricarboxylic acid cycle intermediate metabolism

		2		Crx		16828		0		0.786		0		0.9		0		2		0.843		Ldha		lactate dehydrogenase A		Propanoate metabolism///Pyruvate metabolism///Glycolysis / Gluconeogenesis///Cysteine metabolism		L-lactate dehydrogenase activity///anaerobic glycolysis///cytoplasm///glycolysis///oxidoreductase activity///tricarboxylic acid cycle intermediate metabolism

		2		Nrl		16871		0		0.762		0		0		0.773		2		0.767		Lhx3		LIM homeobox protein 3				DNA binding///metal ion binding///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor complex///zinc ion binding

		2		Chx10		16871		0		0		0.7		0.9		0		2		0.8		Lhx3		LIM homeobox protein 3				DNA binding///metal ion binding///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor complex///zinc ion binding

		2		Nrl		17119		0.723		0		0		0		0.845		2		0.784		Mxd1		MAX dimerization protein 1 (MAD1)				DNA binding///nucleus///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex///transcription regulator activity

		2		Crx		17119		0.669		0		0.667		0		0		2		0.668		Mxd1		MAX dimerization protein 1 (MAD1)				DNA binding///nucleus///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex///transcription regulator activity

		2		Rb1		17125		0		0.814		0.872		0		0		2		0.843		Smad1		MAD homolog 1 (Drosophila)		TGF-beta signaling pathway		BMP signaling pathway///BMP signaling pathway///MAPKKK cascade///RNA polymerase II transcription factor activity///SMAD protein heteromerization///common-partner SMAD protein phosphorylation///gametogenesis///hindbrain development///homeostasis///intracellular///midbrain development///negative regulation of cell proliferation///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Chx10		17125		0		0.695		0		0.8		0		2		0.747		Smad1		MAD homolog 1 (Drosophila)		TGF-beta signaling pathway		BMP signaling pathway///BMP signaling pathway///MAPKKK cascade///RNA polymerase II transcription factor activity///SMAD protein heteromerization///common-partner SMAD protein phosphorylation///gametogenesis///hindbrain development///homeostasis///intracellular///midbrain development///negative regulation of cell proliferation///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Crx		17151		0		0.833		0.975		0		0		2		0.904		Ccndbp1		cyclin D-type binding-protein 1				nucleus///protein binding

		2		Rho		17151		0		0		0.7		0.9		0		2		0.8		Ccndbp1		cyclin D-type binding-protein 1				nucleus///protein binding

		2		Crx		17152		0		0.786		0.975		0		0		2		0.88		Mak		male germ cell-associated kinase				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Nrl		17152		0		0.714		0		0		0.964		2		0.839		Mak		male germ cell-associated kinase				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Crx		17169		0		0		0.718		0.8		0		2		0.759		Mark3		MAP/microtubule affinity-regulating kinase 3				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Rb1		17169		0		0.857		0.9		0		0.855		3		0.871		Mark3		MAP/microtubule affinity-regulating kinase 3				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Rho		17199		0		0		0.8		0.7		0		2		0.75		Mc1r		melanocortin 1 receptor		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///integral to membrane///melanocortin receptor activity///melanocyte stimulating hormone receptor activity///membrane///receptor activity///rhodopsin-like receptor activity///sensory perception of pain///signal transducer activity///signal transduction

		2		Nrl		17199		0		0		0.9		0.8		0		2		0.85		Mc1r		melanocortin 1 receptor		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///integral to membrane///melanocortin receptor activity///melanocyte stimulating hormone receptor activity///membrane///receptor activity///rhodopsin-like receptor activity///sensory perception of pain///signal transducer activity///signal transduction

		2		Nrl		17250		0		0.738		0.821		0		0		2		0.779		Abcc1		ATP-binding cassette, sub-family C (CFTR/MRP), member 1		ABC transporters - General		ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of substances///integral to membrane///integral to plasma membrane///membrane///nucleoside-triphosphatase activity///nucleotide binding///transport///transporter activity

		2		Crx		17250		0		0.833		0.684		0		0		2		0.759		Abcc1		ATP-binding cassette, sub-family C (CFTR/MRP), member 1		ABC transporters - General		ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of substances///integral to membrane///integral to plasma membrane///membrane///nucleoside-triphosphatase activity///nucleotide binding///transport///transporter activity

		2		Rb1		17261		0		0		0		0.9		0.745		2		0.823		Mef2d		myocyte enhancer factor 2D				DNA binding///nucleus///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity

		2		Rho		17261		0		0		0.7		0		0.975		2		0.837		Mef2d		myocyte enhancer factor 2D				DNA binding///nucleus///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity

		2		Rb1		17263		0		0		0.7		0		0.764		2		0.732		Gtl2		GTL2, imprinted maternally expressed untranslated mRNA

		2		Otx2		17263		0.658		0		0.8		0		0		2		0.729		Gtl2		GTL2, imprinted maternally expressed untranslated mRNA

		2		Crx		17268		0		0		0.975		0.8		0		2		0.887		Meis1		myeloid ecotropic viral integration site 1				DNA binding///RNA polymerase II transcription factor activity, enhancer binding///development///nucleus///protein binding///regulation of transcription///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor complex

		2		Chx10		17268		0		0		0		0.8		0.661		2		0.73		Meis1		myeloid ecotropic viral integration site 1				DNA binding///RNA polymerase II transcription factor activity, enhancer binding///development///nucleus///protein binding///regulation of transcription///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription///transcription factor activity///transcription factor complex

		2		Chx10		17274		0		0.714		0		1		0		2		0.857		Rab8a		RAB8A, member RAS oncogene family				DNA binding///GTP binding///cellular physiological process///intracellular///membrane///nucleotide binding///protein binding///protein transport///regulation of progression through cell cycle///regulation of transcription, DNA-dependent///small GTPase mediated signal transduction///transport///two-component signal transduction system (phosphorelay)

		2		Crx		17274		0		0		0.667		1		0		2		0.833		Rab8a		RAB8A, member RAS oncogene family				DNA binding///GTP binding///cellular physiological process///intracellular///membrane///nucleotide binding///protein binding///protein transport///regulation of progression through cell cycle///regulation of transcription, DNA-dependent///small GTPase mediated signal transduction///transport///two-component signal transduction system (phosphorelay)

		2		Rho		17391		0.728		0		0		0		0.966		2		0.847		Mmp24		matrix metallopeptidase 24				calcium ion binding///extracellular matrix (sensu Metazoa)///extracellular space///hydrolase activity///integral to membrane///membrane///metal ion binding///metalloendopeptidase activity///metallopeptidase activity///peptidase activity///peptidoglycan metabolism///proteolysis///zinc ion binding

		2		Nrl		17391		0.651		0		0		0		0.936		2		0.794		Mmp24		matrix metallopeptidase 24				calcium ion binding///extracellular matrix (sensu Metazoa)///extracellular space///hydrolase activity///integral to membrane///membrane///metal ion binding///metalloendopeptidase activity///metallopeptidase activity///peptidase activity///peptidoglycan metabolism///proteolysis///zinc ion binding

		2		Nrl		17684		0		0.81		0		0.7		0		2		0.755		Cited2		Cbp/p300-interacting transactivator, with Glu/Asp-rich carboxy-terminal domain, 2				adrenal gland development///blood vessel development///central nervous system development///determination of left/right symmetry///heart development///nucleus///regulation of transcription///regulation of transcription from RNA polymerase II promoter///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///transcription///transcription cofactor activity///transcription factor activity///transcription factor activity///transcription regulator activity

		2		Crx		17684		0		0.762		0.872		0		0		2		0.817		Cited2		Cbp/p300-interacting transactivator, with Glu/Asp-rich carboxy-terminal domain, 2				adrenal gland development///blood vessel development///central nervous system development///determination of left/right symmetry///heart development///nucleus///regulation of transcription///regulation of transcription from RNA polymerase II promoter///regulation of transcription from RNA polymerase II promoter///regulation of transcription, DNA-dependent///transcription///transcription cofactor activity///transcription factor activity///transcription factor activity///transcription regulator activity

		2		Nrl		17758		0.663		0.833		0		0		0.909		3		0.802		Mtap4		microtubule-associated protein 4				cytoskeletal regulatory protein binding///microtubule///microtubule associated complex///microtubule-based process///negative regulation of microtubule depolymerization

		2		Rho		17758		0.757		0		0		0.9		0.925		3		0.861		Mtap4		microtubule-associated protein 4				cytoskeletal regulatory protein binding///microtubule///microtubule associated complex///microtubule-based process///negative regulation of microtubule depolymerization

		2		Chx10		17775		0.693		0		0		0.8		0		2		0.747		Laptm4a		lysosomal-associated protein transmembrane 4A				integral to membrane///membrane///transport

		2		Crx		17775		0		0		0.872		0.8		0		2		0.836		Laptm4a		lysosomal-associated protein transmembrane 4A				integral to membrane///membrane///transport

		2		Rb1		17859		0		0		0.8		0.7		0		2		0.75		Mxi1		Max interacting protein 1				DNA binding///negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///transcriptional repressor activity

		2		Neurod1		17859		0		0		0.9		0.9		0		2		0.9		Mxi1		Max interacting protein 1				DNA binding///negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription regulator activity///transcriptional repressor activity

		2		Nrl		17954		0		0.886		0		0.9		0		2		0.893		Nap1l2		nucleosome assembly protein 1-like 2				nucleosome assembly///nucleus

		2		Crx		17954		0		0.778		0.821		0		0		2		0.8		Nap1l2		nucleosome assembly protein 1-like 2				nucleosome assembly///nucleus

		2		Rb1		18115		0		0		0.8		0.7		0		2		0.75		Nnt		nicotinamide nucleotide transhydrogenase		Nicotinate and nicotinamide metabolism		NAD(P) transhydrogenase activity///NAD(P)+ transhydrogenase (AB-specific) activity///electron transport///integral to membrane///membrane///mitochondrial inner membrane///mitochondrion///oxidoreductase activity///proton transport

		2		Neurod1		18115		0		0		0.9		0.9		0		2		0.9		Nnt		nicotinamide nucleotide transhydrogenase		Nicotinate and nicotinamide metabolism		NAD(P) transhydrogenase activity///NAD(P)+ transhydrogenase (AB-specific) activity///electron transport///integral to membrane///membrane///mitochondrial inner membrane///mitochondrion///oxidoreductase activity///proton transport

		2		Nrl		18145		0		0.833		0.9		0		0		2		0.867		Npc1		Niemann Pick type C1				cholesterol transport///endocytosis///hedgehog receptor activity///integral to membrane///lysosome///membrane

		2		Rho		18145		0		0		0.7		0.7		0		2		0.7		Npc1		Niemann Pick type C1				cholesterol transport///endocytosis///hedgehog receptor activity///integral to membrane///lysosome///membrane

		2		Otx2		18146		0.831		0		0.718		0		0		2		0.774		Npdc1		neural proliferation, differentiation and control gene 1				extracellular space///integral to membrane///membrane

		2		Neurod1		18146		0		0		0.718		0.7		0		2		0.709		Npdc1		neural proliferation, differentiation and control gene 1				extracellular space///integral to membrane///membrane

		2		Crx		18193		0		0		0.872		0.7		0		2		0.786		Nsd1		nuclear receptor-binding SET-domain protein 1				chromatin binding///chromatin modification///development///gastrulation (sensu Mammalia)///histone methyltransferase activity///histone-lysine N-methyltransferase activity///metal ion binding///methyltransferase activity///negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///receptor activity///regulation of transcription, DNA-dependent///transcription///transcription cofactor activity///transferase activity///zinc ion binding

		2		Chx10		18193		0.657		0		0		0.7		0		2		0.678		Nsd1		nuclear receptor-binding SET-domain protein 1				chromatin binding///chromatin modification///development///gastrulation (sensu Mammalia)///histone methyltransferase activity///histone-lysine N-methyltransferase activity///metal ion binding///methyltransferase activity///negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///receptor activity///regulation of transcription, DNA-dependent///transcription///transcription cofactor activity///transferase activity///zinc ion binding

		2		Nrl		18197		0		0		0		0.9		0.927		2		0.914		Nsg2		neuron specific gene family member 2				Golgi stack///dopamine receptor binding///dopamine receptor signaling pathway///integral to membrane///membrane///vacuole

		2		Rho		18197		0		0		0.7		0		0.925		2		0.812		Nsg2		neuron specific gene family member 2				Golgi stack///dopamine receptor binding///dopamine receptor signaling pathway///integral to membrane///membrane///vacuole

		2		Nrl		18293		0		0.786		0		0.8		0.691		3		0.759		Ogdh		oxoglutarate dehydrogenase (lipoamide)		Tryptophan metabolism///Citrate cycle (TCA cycle)///Lysine degradation		glycolysis///metabolism///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on the aldehyde or oxo group of donors, disulfide as acceptor///oxoglutarate dehydrogenase (succinyl-transferring) activity///thiamin pyrophosphate binding

		2		Rho		18293		0		0		0.7		0.7		0.72		3		0.707		Ogdh		oxoglutarate dehydrogenase (lipoamide)		Tryptophan metabolism///Citrate cycle (TCA cycle)///Lysine degradation		glycolysis///metabolism///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on the aldehyde or oxo group of donors, disulfide as acceptor///oxoglutarate dehydrogenase (succinyl-transferring) activity///thiamin pyrophosphate binding

		2		Rho		18521		0		0		0.7		0.8		0		2		0.75		Pcbp2		poly(rC) binding protein 2				DNA binding///RNA binding///RNA processing///nucleic acid binding///nucleus///ribonucleoprotein complex

		2		Nrl		18521		0		0.833		0		0.7		0		2		0.767		Pcbp2		poly(rC) binding protein 2				DNA binding///RNA binding///RNA processing///nucleic acid binding///nucleus///ribonucleoprotein complex

		2		Rho		18546		0.763		0		0.9		0.7		0		3		0.788		Pcp4		Purkinje cell protein 4				calcium ion binding

		2		Nrl		18546		0.859		0		0.8		0.8		0		3		0.82		Pcp4		Purkinje cell protein 4				calcium ion binding

		2		Crx		18570		0		0		0.872		0.8		0		2		0.836		Pdcd6		programmed cell death 6				apoptosis///calcium ion binding///caspase activation///microsome///protein binding///soluble fraction

		2		Rb1		18570		0		0.714		0.7		0		0		2		0.707		Pdcd6		programmed cell death 6				apoptosis///calcium ion binding///caspase activation///microsome///protein binding///soluble fraction

		2		Rho		18597		0		0		0.7		0		0.911		2		0.806		Pdha1		pyruvate dehydrogenase E1 alpha 1		Butanoate metabolism///Glycolysis / Gluconeogenesis///Pyruvate metabolism///Valine, leucine and isoleucine biosynthesis		extracellular space///glycolysis///metabolism///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on the aldehyde or oxo group of donors, disulfide as acceptor///pyruvate dehydrogenase (acetyl-transferring) activity///pyruvate dehydrogenase activity

		2		Nrl		18597		0		0		0		0.9		0.882		2		0.891		Pdha1		pyruvate dehydrogenase E1 alpha 1		Butanoate metabolism///Glycolysis / Gluconeogenesis///Pyruvate metabolism///Valine, leucine and isoleucine biosynthesis		extracellular space///glycolysis///metabolism///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on the aldehyde or oxo group of donors, disulfide as acceptor///pyruvate dehydrogenase (acetyl-transferring) activity///pyruvate dehydrogenase activity

		2		Nrl		18627		0		0		0		0.8		0.718		2		0.759		Per2		period homolog 2 (Drosophila)		Circadian rhythm		circadian rhythm///nucleus///regulation of transcription, DNA-dependent///rhythmic process///signal transducer activity///signal transduction///transcription///two-component sensor molecule activity///two-component signal transduction system (phosphorelay)

		2		Rho		18627		0		0		0		0.7		0.692		2		0.696		Per2		period homolog 2 (Drosophila)		Circadian rhythm		circadian rhythm///nucleus///regulation of transcription, DNA-dependent///rhythmic process///signal transducer activity///signal transduction///transcription///two-component sensor molecule activity///two-component signal transduction system (phosphorelay)

		2		Nrl		18641		0		0.833		0.7		0.8		0.682		4		0.754		Pfkl		phosphofructokinase, liver, B-type		Fructose and mannose metabolism///Galactose metabolism///Insulin signaling pathway///Pentose phosphate pathway///Glycolysis / Gluconeogenesis		6-phosphofructokinase activity///6-phosphofructokinase complex///ATP binding///catalytic activity///cytoplasm///glycolysis///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///transferase activity

		2		Rho		18641		0		0		0.9		0.7		0.733		3		0.778		Pfkl		phosphofructokinase, liver, B-type		Fructose and mannose metabolism///Galactose metabolism///Insulin signaling pathway///Pentose phosphate pathway///Glycolysis / Gluconeogenesis		6-phosphofructokinase activity///6-phosphofructokinase complex///ATP binding///catalytic activity///cytoplasm///glycolysis///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///transferase activity

		2		Chx10		18645		0		0		0.9		0.9		0		2		0.9		Pfn2		profilin 2		Regulation of actin cytoskeleton		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///cytoskeleton///cytoskeleton organization and biogenesis///protein binding

		2		Crx		18645		0.714		0		0		0.9		0		2		0.807		Pfn2		profilin 2		Regulation of actin cytoskeleton		actin binding///actin cytoskeleton///actin cytoskeleton organization and biogenesis///cytoskeleton///cytoskeleton organization and biogenesis///protein binding

		2		Nrl		18746		0		0.786		0		0.8		0.891		3		0.826		Pkm2		pyruvate kinase, muscle		Type II diabetes mellitus///Carbon fixation///Glycolysis / Gluconeogenesis///Pyruvate metabolism///Purine metabolism///Insulin signaling pathway		glycolysis///kinase activity///magnesium ion binding///metal ion binding///mitochondrion///pyruvate kinase activity///transferase activity

		2		Rho		18746		0		0		0		0.7		0.829		2		0.765		Pkm2		pyruvate kinase, muscle		Type II diabetes mellitus///Carbon fixation///Glycolysis / Gluconeogenesis///Pyruvate metabolism///Purine metabolism///Insulin signaling pathway		glycolysis///kinase activity///magnesium ion binding///metal ion binding///mitochondrion///pyruvate kinase activity///transferase activity

		2		Nrl		18750		0		0.714		0.9		0.7		0.909		4		0.806		Prkca		protein kinase C, alpha		Wnt signaling pathway///Long-term potentiation///Gap junction///Calcium signaling pathway///Natural killer cell mediated cytotoxicity///Long-term depression///Focal adhesion///Leukocyte transendothelial migration///Tight junction///Phosphatidylinositol signaling system///MAPK signaling pathway		ATP binding///calcium ion binding///calcium ion homeostasis///calcium-dependent protein kinase C activity///cardiac inotropy///cytoplasm///diacylglycerol binding///inactivation of MAPK activity///induction of apoptosis by intracellular signals///induction of positive chemotaxis///intracellular signaling cascade///kinase activity///metal ion binding///mitochondrion///negative regulation of glucose import///negative regulation of insulin receptor signaling pathway///negative regulation of protein amino acid phosphorylation///negative regulation of protein kinase activity///neutrophil chemotaxis///nucleotide binding///nucleus///positive regulation of inflammatory response///positive regulation of protein amino acid phosphorylation///protein amino acid phosphorylation///protein binding///protein kinase C activity///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of muscle contraction///regulation of peptidyl-tyrosine phosphorylation///transferase activity///zinc ion binding

		2		Rho		18750		0		0		1		0		0.861		2		0.931		Prkca		protein kinase C, alpha		Wnt signaling pathway///Long-term potentiation///Gap junction///Calcium signaling pathway///Natural killer cell mediated cytotoxicity///Long-term depression///Focal adhesion///Leukocyte transendothelial migration///Tight junction///Phosphatidylinositol signaling system///MAPK signaling pathway		ATP binding///calcium ion binding///calcium ion homeostasis///calcium-dependent protein kinase C activity///cardiac inotropy///cytoplasm///diacylglycerol binding///inactivation of MAPK activity///induction of apoptosis by intracellular signals///induction of positive chemotaxis///intracellular signaling cascade///kinase activity///metal ion binding///mitochondrion///negative regulation of glucose import///negative regulation of insulin receptor signaling pathway///negative regulation of protein amino acid phosphorylation///negative regulation of protein kinase activity///neutrophil chemotaxis///nucleotide binding///nucleus///positive regulation of inflammatory response///positive regulation of protein amino acid phosphorylation///protein amino acid phosphorylation///protein binding///protein kinase C activity///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///regulation of muscle contraction///regulation of peptidyl-tyrosine phosphorylation///transferase activity///zinc ion binding

		2		Nrl		18751		0.864		0		0		0.8		0		2		0.832		Prkcb1		protein kinase C, beta 1				ATP binding///calcium channel regulator activity///calcium ion binding///calcium ion homeostasis///calcium ion transport///cytoplasm///diacylglycerol binding///intracellular signaling cascade///kinase activity///membrane///metal ion binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein amino acid phosphorylation///protein binding///protein kinase C activity///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity///zinc ion binding

		2		Rho		18751		0		0		0.7		0.7		0		2		0.7		Prkcb1		protein kinase C, beta 1				ATP binding///calcium channel regulator activity///calcium ion binding///calcium ion homeostasis///calcium ion transport///cytoplasm///diacylglycerol binding///intracellular signaling cascade///kinase activity///membrane///metal ion binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein amino acid phosphorylation///protein binding///protein kinase C activity///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity///zinc ion binding

		2		Nrl		18754		0		0.81		0.667		0.7		0.727		4		0.726		Prkce		protein kinase C, epsilon		Tight junction///Type II diabetes mellitus		ATP binding///calcium-independent protein kinase C activity///chemosensory behavior///cytoplasm///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///regulation of peptidyl-tyrosine phosphorylation///transferase activity///zinc ion binding

		2		Rho		18754		0		0		0.872		0.8		0		2		0.836		Prkce		protein kinase C, epsilon		Tight junction///Type II diabetes mellitus		ATP binding///calcium-independent protein kinase C activity///chemosensory behavior///cytoplasm///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///regulation of peptidyl-tyrosine phosphorylation///transferase activity///zinc ion binding

		2		Rho		18760		0		0		0.9		0		0.665		2		0.783		Prkcm		protein kinase C, mu				ATP binding///diacylglycerol binding///extracellular space///intracellular signaling cascade///kinase activity///metal ion binding///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity///zinc ion binding

		2		Nrl		18760		0		0		0.8		0.9		0		2		0.85		Prkcm		protein kinase C, mu				ATP binding///diacylglycerol binding///extracellular space///intracellular signaling cascade///kinase activity///metal ion binding///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity///zinc ion binding

		2		Rho		18762		0		0		0.7		0.7		0		2		0.7		Prkcz		protein kinase C, zeta		Type II diabetes mellitus///Tight junction///Insulin signaling pathway		ATP binding///apical cortex///atypical protein kinase C activity///cell cortex///cytoplasm///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///tight junction///transferase activity///zinc ion binding

		2		Nrl		18762		0		0.826		0		0.8		0		2		0.813		Prkcz		protein kinase C, zeta		Type II diabetes mellitus///Tight junction///Insulin signaling pathway		ATP binding///apical cortex///atypical protein kinase C activity///cell cortex///cytoplasm///diacylglycerol binding///intracellular signaling cascade///kinase activity///metal ion binding///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///tight junction///transferase activity///zinc ion binding

		2		Nrl		18763		0		0.786		0		0.9		0		2		0.843		Pkd1		polycystic kidney disease 1 homolog				JAK-STAT cascade///calcium channel activity///calcium ion transport///cartilage condensation///cation channel activity///cell cycle arrest///cilium///detection of mechanical stimulus///heart development///integral to membrane///membrane///neuropeptide signaling pathway///nucleus///plasma membrane///protein binding///sensory perception of mechanical stimulus

		2		Crx		18763		0.69		0		0.821		0		0		2		0.755		Pkd1		polycystic kidney disease 1 homolog				JAK-STAT cascade///calcium channel activity///calcium ion transport///cartilage condensation///cation channel activity///cell cycle arrest///cilium///detection of mechanical stimulus///heart development///integral to membrane///membrane///neuropeptide signaling pathway///nucleus///plasma membrane///protein binding///sensory perception of mechanical stimulus

		2		Nrl		18807		0.824		0.786		0		0.8		0.782		4		0.798		Pld3		phospholipase D family, member 3				catalytic activity///integral to membrane///membrane fraction///metabolism///phospholipase D activity

		2		Rho		18807		0		0		0		0.7		0.834		2		0.767		Pld3		phospholipase D family, member 3				catalytic activity///integral to membrane///membrane fraction///metabolism///phospholipase D activity

		2		Nrl		19085		0		0.881		0		0.8		0.818		3		0.833		Prkar1b		protein kinase, cAMP dependent regulatory, type I beta		Apoptosis///Insulin signaling pathway		cAMP binding///cAMP-dependent protein kinase complex///cAMP-dependent protein kinase regulator activity///cell proliferation///cytoplasm///kinase activity///learning and/or memory///nucleotide binding///organ morphogenesis///protein amino acid phosphorylation///protein kinase activity///signal transduction

		2		Rho		19085		0		0		0		0.7		0.856		2		0.778		Prkar1b		protein kinase, cAMP dependent regulatory, type I beta		Apoptosis///Insulin signaling pathway		cAMP binding///cAMP-dependent protein kinase complex///cAMP-dependent protein kinase regulator activity///cell proliferation///cytoplasm///kinase activity///learning and/or memory///nucleotide binding///organ morphogenesis///protein amino acid phosphorylation///protein kinase activity///signal transduction

		2		Rho		19133		0.796		0		0		0.9		0.938		3		0.878		Rds		retinal degeneration, slow (retinitis pigmentosa 7)				cell adhesion///integral to membrane///membrane///protein binding///sensory perception///visual perception

		2		Nrl		19133		0.997		0.81		0		0		0.945		3		0.917		Rds		retinal degeneration, slow (retinitis pigmentosa 7)				cell adhesion///integral to membrane///membrane///protein binding///sensory perception///visual perception

		2		Nrl		19156		0.709		0		0		0.9		0.855		3		0.821		Psap		prosaposin				extracellular space///lipid metabolism///lysosome///mitochondrion///sphingolipid metabolism

		2		Rho		19156		0.901		0		0		0		0.82		2		0.861		Psap		prosaposin				extracellular space///lipid metabolism///lysosome///mitochondrion///sphingolipid metabolism

		2		Neurod1		19179		0		0		0.7		0.9		0		2		0.8		Psmc1		protease (prosome, macropain) 26S subunit, ATPase 1		Proteasome		ATP binding///ATPase activity///cytoplasm///cytosol///hydrolase activity///nucleoside-triphosphatase activity///nucleotide binding///nucleus///peptidase activity///proteasome complex (sensu Eukaryota)///protein catabolism///protein complex

		2		Rb1		19179		0		0		0.9		0.8		0		2		0.85		Psmc1		protease (prosome, macropain) 26S subunit, ATPase 1		Proteasome		ATP binding///ATPase activity///cytoplasm///cytosol///hydrolase activity///nucleoside-triphosphatase activity///nucleotide binding///nucleus///peptidase activity///proteasome complex (sensu Eukaryota)///protein catabolism///protein complex

		2		Nrl		19215		0.771		0.81		0		0.9		0		3		0.827		Ptgds		prostaglandin D2 synthase (brain)		Arachidonic acid metabolism		Golgi stack///binding///endoplasmic reticulum///fatty acid biosynthesis///isomerase activity///lipid biosynthesis///membrane///nucleus///prostaglandin biosynthesis///prostaglandin metabolism///prostaglandin-D synthase activity///transport///transporter activity

		2		Crx		19215		0.674		0		0.975		0		0		2		0.824		Ptgds		prostaglandin D2 synthase (brain)		Arachidonic acid metabolism		Golgi stack///binding///endoplasmic reticulum///fatty acid biosynthesis///isomerase activity///lipid biosynthesis///membrane///nucleus///prostaglandin biosynthesis///prostaglandin metabolism///prostaglandin-D synthase activity///transport///transporter activity

		2		Rho		19261		0		0		0.9		0.8		0		2		0.85		Ptpns1		protein tyrosine phosphatase, non-receptor type substrate 1				MHC class I receptor activity///actin filament organization///antigen presentation, endogenous antigen///antigen processing, endogenous antigen via MHC class I///cell motility///cell-matrix adhesion///cytoskeleton organization and biogenesis///extracellular space///integral to membrane///integral to plasma membrane///membrane///phagocytosis, engulfment///phagocytosis, recognition///positive regulation of phagocytosis///protein binding///protein phosphorylated amino acid binding

		2		Nrl		19261		0		0		1		0.7		0		2		0.85		Ptpns1		protein tyrosine phosphatase, non-receptor type substrate 1				MHC class I receptor activity///actin filament organization///antigen presentation, endogenous antigen///antigen processing, endogenous antigen via MHC class I///cell motility///cell-matrix adhesion///cytoskeleton organization and biogenesis///extracellular space///integral to membrane///integral to plasma membrane///membrane///phagocytosis, engulfment///phagocytosis, recognition///positive regulation of phagocytosis///protein binding///protein phosphorylated amino acid binding

		2		Nrl		19272		0		0		0		0.8		0.864		2		0.832		Ptprk		protein tyrosine phosphatase, receptor type, K				extracellular space///hydrolase activity///integral to membrane///membrane///phosphoprotein phosphatase activity///plasma membrane///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///receptor activity///transmembrane receptor protein tyrosine phosphatase signaling pathway

		2		Rho		19272		0		0		0		0.7		0.852		2		0.776		Ptprk		protein tyrosine phosphatase, receptor type, K				extracellular space///hydrolase activity///integral to membrane///membrane///phosphoprotein phosphatase activity///plasma membrane///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///receptor activity///transmembrane receptor protein tyrosine phosphatase signaling pathway

		2		Chx10		19277		0		0		0		0.9		0.656		2		0.778		Ptpro		protein tyrosine phosphatase, receptor type, O				hydrolase activity///integral to membrane///membrane///plasma membrane///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///receptor activity///transmembrane receptor protein tyrosine phosphatase signaling pathway

		2		Neurod1		19277		0		0.833		0.9		0		0		2		0.867		Ptpro		protein tyrosine phosphatase, receptor type, O				hydrolase activity///integral to membrane///membrane///plasma membrane///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///receptor activity///transmembrane receptor protein tyrosine phosphatase signaling pathway

		2		Nrl		19290		0		0.81		0		0		0.982		2		0.896		Pura		purine rich element binding protein A				DNA binding///SMAD binding///cytoplasm///double-stranded DNA binding///negative regulation of transcription, DNA-dependent///nervous system development///nucleus///positive regulation of cell proliferation///protein binding///regulation of transcription, DNA-dependent///single-stranded DNA binding///transcription///transcription factor activity

		2		Rho		19290		0		0		0.7		0		0.916		2		0.808		Pura		purine rich element binding protein A				DNA binding///SMAD binding///cytoplasm///double-stranded DNA binding///negative regulation of transcription, DNA-dependent///nervous system development///nucleus///positive regulation of cell proliferation///protein binding///regulation of transcription, DNA-dependent///single-stranded DNA binding///transcription///transcription factor activity

		2		Crx		19302		0		0.81		0.872		0		0		2		0.841		Pxmp3		peroxisomal membrane protein 3				integral to membrane///membrane///metal ion binding///nervous system development///neuron migration///peroxisome///peroxisome organization and biogenesis///protein binding///zinc ion binding

		2		Rb1		19302		0		0		0.7		0.8		0		2		0.75		Pxmp3		peroxisomal membrane protein 3				integral to membrane///membrane///metal ion binding///nervous system development///neuron migration///peroxisome///peroxisome organization and biogenesis///protein binding///zinc ion binding

		2		Rho		19342		0		0		0		0.7		0.724		2		0.712		Rab4b		RAB4B, member RAS oncogene family				GTP binding///intracellular///intracellular protein transport///membrane///nucleotide binding///protein transport///small GTPase mediated signal transduction///transport

		2		Nrl		19342		0		0.802		0		0.8		0.782		3		0.795		Rab4b		RAB4B, member RAS oncogene family				GTP binding///intracellular///intracellular protein transport///membrane///nucleotide binding///protein transport///small GTPase mediated signal transduction///transport

		2		Nrl		19349		0		0.714		0		0		0.927		2		0.821		Rab7		RAB7, member RAS oncogene family				GTP binding///Golgi apparatus///intracellular protein transport///late endosome///late endosome///lysosome///nucleotide binding///protein transport///small GTPase mediated signal transduction///transport

		2		Neurod1		19349		0.689		0		0.8		0		0		2		0.745		Rab7		RAB7, member RAS oncogene family				GTP binding///Golgi apparatus///intracellular protein transport///late endosome///late endosome///lysosome///nucleotide binding///protein transport///small GTPase mediated signal transduction///transport

		2		Rb1		19357		0		0.762		0		0.9		0		2		0.831		Rad21		RAD21 homolog (S. pombe)				DNA repair///RNA binding///apoptosis///calcium ion binding///cell cycle///cell division///chromosome organization and biogenesis (sensu Eukaryota)///chromosome segregation///intracellular///mitosis///nuclear chromosome///nucleus///protein biosynthesis///rRNA binding///response to DNA damage stimulus///ribosome///structural constituent of ribosome

		2		Neurod1		19357		0		0		1		0.7		0		2		0.85		Rad21		RAD21 homolog (S. pombe)				DNA repair///RNA binding///apoptosis///calcium ion binding///cell cycle///cell division///chromosome organization and biogenesis (sensu Eukaryota)///chromosome segregation///intracellular///mitosis///nuclear chromosome///nucleus///protein biosynthesis///rRNA binding///response to DNA damage stimulus///ribosome///structural constituent of ribosome

		2		Rho		19417		0		0		0		0.9		0.852		2		0.876		Rasgrf1		RAS protein-specific guanine nucleotide-releasing factor 1		MAPK signaling pathway		cell proliferation///guanyl-nucleotide exchange factor activity///intracellular signaling cascade///regulation of neuronal synaptic plasticity///small GTPase mediated signal transduction

		2		Nrl		19417		0		0.81		0		0		0.764		2		0.787		Rasgrf1		RAS protein-specific guanine nucleotide-releasing factor 1		MAPK signaling pathway		cell proliferation///guanyl-nucleotide exchange factor activity///intracellular signaling cascade///regulation of neuronal synaptic plasticity///small GTPase mediated signal transduction

		2		Crx		19647		0		0.874		0.921		0		0		2		0.898		Rbbp6		retinoblastoma binding protein 6				biological process unknown///cellular component unknown///metal ion binding///molecular function unknown///zinc ion binding

		2		Rb1		19647		0		0		0.718		0.7		0		2		0.709		Rbbp6		retinoblastoma binding protein 6				biological process unknown///cellular component unknown///metal ion binding///molecular function unknown///zinc ion binding

		2		Crx		19655		0		0		0.718		0.9		0		2		0.809		Rbmx		RNA binding motif protein, X chromosome				nucleic acid binding///ribonucleoprotein complex

		2		Rb1		19655		0		0.714		0.9		0		0		2		0.807		Rbmx		RNA binding motif protein, X chromosome				nucleic acid binding///ribonucleoprotein complex

		2		Rb1		19684		0		0.929		0.7		0		0		2		0.814		Rdx		radixin		Regulation of actin cytoskeleton		actin binding///apical protein localization///barbed-end actin filament capping///binding///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///microvillus///microvillus biogenesis///protein binding///structural molecule activity

		2		Chx10		19684		0		0.714		0		0.8		0		2		0.757		Rdx		radixin		Regulation of actin cytoskeleton		actin binding///apical protein localization///barbed-end actin filament capping///binding///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane///microvillus///microvillus biogenesis///protein binding///structural molecule activity

		2		Crx		19729		0		0.69		0.872		0		0		2		0.781		Rag1ap1		recombination activating gene 1 activating protein 1				membrane

		2		Nrl		19729		0		0.881		0		0.7		0		2		0.79		Rag1ap1		recombination activating gene 1 activating protein 1				membrane

		2		Rho		19762		0		0		1		0.9		0		2		0.95		Rit2		Ras-like without CAAX 2				GTP binding///calmodulin binding///intracellular protein transport///membrane///nucleotide binding///protein transport///small GTPase mediated signal transduction

		2		Nrl		19762		0		0.85		0.9		0		0		2		0.875		Rit2		Ras-like without CAAX 2				GTP binding///calmodulin binding///intracellular protein transport///membrane///nucleotide binding///protein transport///small GTPase mediated signal transduction

		2		Nrl		19883		0		0.886		0		0.9		0		2		0.893		Rora		RAR-related orphan receptor alpha				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		2		Crx		19883		0		0.778		0.821		0		0		2		0.8		Rora		RAR-related orphan receptor alpha				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		2		Nrl		20148		0		0.81		0.7		0		0		2		0.755		Dhrs3		dehydrogenase/reductase (SDR family) member 3		gamma-Hexachlorocyclohexane degradation///Bisphenol A degradation///Benzoate degradation via CoA ligation///1- and 2-Methylnaphthalene degradation///Ethylbenzene degradation///Limonene and pinene degradation		extracellular space///integral to membrane///membrane///metabolism///oxidoreductase activity

		2		Rho		20148		0		0		0.9		0.9		0		2		0.9		Dhrs3		dehydrogenase/reductase (SDR family) member 3		gamma-Hexachlorocyclohexane degradation///Bisphenol A degradation///Benzoate degradation via CoA ligation///1- and 2-Methylnaphthalene degradation///Ethylbenzene degradation///Limonene and pinene degradation		extracellular space///integral to membrane///membrane///metabolism///oxidoreductase activity

		2		Crx		20184		0		0		0.975		0.8		0		2		0.887		Rxrip110		retinoid X receptor interacting protein 110				nucleus///receptor activity///regulation of transcription, DNA-dependent///transcription

		2		Chx10		20184		0		0		0		0.8		0.852		2		0.826		Rxrip110		retinoid X receptor interacting protein 110				nucleus///receptor activity///regulation of transcription, DNA-dependent///transcription

		2		Neurod1		20229		0.825		0.881		0		0		0		2		0.853		12/01/06		spermidine/spermine N1-acetyl transferase 1		Arginine and proline metabolism		N-acetyltransferase activity///acyltransferase activity///diamine N-acetyltransferase activity///spermine catabolism///transferase activity

		2		Nr2e3		20229		0.772		0		0		0		0.7		2		0.736		12/01/06		spermidine/spermine N1-acetyl transferase 1		Arginine and proline metabolism		N-acetyltransferase activity///acyltransferase activity///diamine N-acetyltransferase activity///spermine catabolism///transferase activity

		2		Rho		20238		0		0		0.9		0		0.743		2		0.821		Atxn1		ataxin 1				RNA binding///nuclear inclusion body///nucleus

		2		Nrl		20238		0		0		0.7		0		0.8		2		0.75		Atxn1		ataxin 1				RNA binding///nuclear inclusion body///nucleus

		2		Nrl		20256		0.765		0		0		0		0.691		2		0.728		Clec11a		C-type lectin domain family 11, member a				extracellular space///growth factor activity///sugar binding

		2		Rho		20256		0.666		0		0		0		0.72		2		0.693		Clec11a		C-type lectin domain family 11, member a				extracellular space///growth factor activity///sugar binding

		2		Chx10		20262		0		0		0		0.7		0.797		2		0.749		Stmn3		stathmin-like 3				intracellular signaling cascade

		2		Nrl		20262		0.684		0		0		0		0.682		2		0.683		Stmn3		stathmin-like 3				intracellular signaling cascade

		2		Nrl		20265		0		0.762		0.8		0		0.736		3		0.766		Scn1a		sodium channel, voltage-gated, type I, alpha				cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///membrane fraction///sodium ion transport///transport///voltage-gated sodium channel activity

		2		Rho		20265		0		0		0.9		0.9		0.797		3		0.866		Scn1a		sodium channel, voltage-gated, type I, alpha				cation channel activity///cation transport///integral to membrane///ion channel activity///ion transport///membrane///membrane fraction///sodium ion transport///transport///voltage-gated sodium channel activity

		2		Rb1		20370		0		0		0		0.7		0.745		2		0.723		Sez6		seizure related gene 6				extracellular space///integral to membrane

		2		Nrl		20370		0.689		0		0		0		0.882		2		0.785		Sez6		seizure related gene 6				extracellular space///integral to membrane

		2		Nrl		20404		0		0.81		0.821		0.8		0		3		0.81		Sh3gl2		SH3-domain GRB2-like 2				acyltransferase activity///cytoplasm///lipid binding///protein binding///transferase activity

		2		Rho		20404		0		0		0.975		0.7		0		2		0.837		Sh3gl2		SH3-domain GRB2-like 2				acyltransferase activity///cytoplasm///lipid binding///protein binding///transferase activity

		2		Otx2		20467		0.796		0		0.7		0		0		2		0.748		Sin3b		transcriptional regulator, SIN3B (yeast)				nucleus///protein binding///regulation of transcription, DNA-dependent///transcription

		2		Rb1		20467		0		0.79		0.7		0		0		2		0.745		Sin3b		transcriptional regulator, SIN3B (yeast)				nucleus///protein binding///regulation of transcription, DNA-dependent///transcription

		2		Nrl		20501		0		0.786		0.7		0		0		2		0.743		Slc16a1		solute carrier family 16 (monocarboxylic acid transporters), member 1				carrier activity///integral to membrane///integral to plasma membrane///membrane///monocarboxylate porter activity///organic anion transport///symporter activity///transport///transporter activity

		2		Rho		20501		0.712		0		0.9		0.9		0		3		0.837		Slc16a1		solute carrier family 16 (monocarboxylic acid transporters), member 1				carrier activity///integral to membrane///integral to plasma membrane///membrane///monocarboxylate porter activity///organic anion transport///symporter activity///transport///transporter activity

		2		Nrl		20510		0		0.69		0		0		0.882		2		0.786		Slc1a1		solute carrier family 1 (neuronal/epithelial high affinity glutamate transporter, system Xag), member 1				carrier activity///dicarboxylic acid transport///glutamate:sodium symporter activity///integral to membrane///integral to plasma membrane///membrane///sodium:dicarboxylate symporter activity///symporter activity///transport

		2		Rb1		20510		0		0		0		1		0.7		2		0.85		Slc1a1		solute carrier family 1 (neuronal/epithelial high affinity glutamate transporter, system Xag), member 1				carrier activity///dicarboxylic acid transport///glutamate:sodium symporter activity///integral to membrane///integral to plasma membrane///membrane///sodium:dicarboxylate symporter activity///symporter activity///transport

		2		Crx		20529		0		0		0.711		0.7		0		2		0.705		Slc31a1		solute carrier family 31, member 1				carrier activity///copper ion transport///integral to membrane///integral to plasma membrane///transport

		2		Chx10		20529		0		0.857		0		0.7		0		2		0.779		Slc31a1		solute carrier family 31, member 1				carrier activity///copper ion transport///integral to membrane///integral to plasma membrane///transport

		2		Nrl		20530		0		0		0.7		0		0.745		2		0.723		Slc31a2		solute carrier family 31, member 2				carrier activity///copper ion binding///copper ion transport///copper ion transporter activity///integral to membrane///integral to plasma membrane///ion transport///membrane///transport

		2		Rho		20530		0		0		0.9		0		0.779		2		0.84		Slc31a2		solute carrier family 31, member 2				carrier activity///copper ion binding///copper ion transport///copper ion transporter activity///integral to membrane///integral to plasma membrane///ion transport///membrane///transport

		2		Nrl		20597		0		0		0		0.8		0.845		2		0.823		Smpd1		sphingomyelin phosphodiesterase 1, acid lysosomal		Glycosphingolipid metabolism		carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds///integrase activity///lysosome///sphingomyelin catabolism///sphingomyelin phosphodiesterase activity

		2		Rho		20597		0		0		0		0.7		0.884		2		0.792		Smpd1		sphingomyelin phosphodiesterase 1, acid lysosomal		Glycosphingolipid metabolism		carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds///integrase activity///lysosome///sphingomyelin catabolism///sphingomyelin phosphodiesterase activity

		2		Otx2		20602		0.661		0		0.8		0		0		2		0.73		Ncor2		nuclear receptor co-repressor 2		Notch signaling pathway		DNA binding///negative regulation of transcription, DNA-dependent///nucleus///protein binding///receptor activity///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcriptional repressor activity

		2		Rb1		20602		0		0.786		0.7		0.7		0		3		0.729		Ncor2		nuclear receptor co-repressor 2		Notch signaling pathway		DNA binding///negative regulation of transcription, DNA-dependent///nucleus///protein binding///receptor activity///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcriptional repressor activity

		2		Crx		20603		0		0		0.718		0.8		0		2		0.759		Sms		spermine synthase		beta-Alanine metabolism///Urea cycle and metabolism of amino groups///Arginine and proline metabolism		catalytic activity///cellular component unknown///spermine metabolism///spermine synthase activity///transferase activity

		2		Rb1		20603		0		0.667		0.9		0		0		2		0.783		Sms		spermine synthase		beta-Alanine metabolism///Urea cycle and metabolism of amino groups///Arginine and proline metabolism		catalytic activity///cellular component unknown///spermine metabolism///spermine synthase activity///transferase activity

		2		Rb1		20624		0		0		0.9		0.9		0		2		0.9		Eftud2		elongation factor Tu GTP binding domain containing 2				GTP binding///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleotide binding///nucleus///protein binding///protein biosynthesis///ribonucleoprotein complex///spliceosome complex///translation elongation factor activity

		2		Neurod1		20624		0		0		0.7		1		0		2		0.85		Eftud2		elongation factor Tu GTP binding domain containing 2				GTP binding///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleotide binding///nucleus///protein binding///protein biosynthesis///ribonucleoprotein complex///spliceosome complex///translation elongation factor activity

		2		Crx		20658		0		0		0.821		0.7		0		2		0.76		Son		Son cell proliferation protein				DNA binding///RNA binding///double-stranded RNA binding///intracellular///nucleic acid binding///nucleus///protein binding

		2		Rho		20658		0		0		0.7		0		0.67		2		0.685		Son		Son cell proliferation protein				DNA binding///RNA binding///double-stranded RNA binding///intracellular///nucleic acid binding///nucleus///protein binding

		2		Otx2		20677		0.804		0		0.8		0		0		2		0.802		Sox4		SRY-box containing gene 4				DNA binding///chromatin///nucleus///regulation of transcription, DNA-dependent///transaminase activity///transcription///transcription factor activity///transcription factor complex///transferase activity

		2		Rb1		20677		0		0.786		0.7		0		0		2		0.743		Sox4		SRY-box containing gene 4				DNA binding///chromatin///nucleus///regulation of transcription, DNA-dependent///transaminase activity///transcription///transcription factor activity///transcription factor complex///transferase activity

		2		Neurod1		20729		0		0		0.9		0.9		0		2		0.9		Spin		spindlin				cell cycle///development///female meiosis///gametogenesis///molecular function unknown///spindle

		2		Rb1		20729		0		0.738		0.8		0.7		0		3		0.746		Spin		spindlin				cell cycle///development///female meiosis///gametogenesis///molecular function unknown///spindle

		2		Rho		20740		0		0		0		0.8		0.688		2		0.744		Spna2		spectrin alpha 2		Tight junction		Z disc///actin binding///barbed-end actin filament capping///calcium ion binding///calmodulin binding///cytoskeleton///membrane

		2		Nrl		20740		0		0.927		0		0		0.709		2		0.818		Spna2		spectrin alpha 2		Tight junction		Z disc///actin binding///barbed-end actin filament capping///calcium ion binding///calmodulin binding///cytoskeleton///membrane

		2		Rho		20742		0		0		0		0.9		0.884		2		0.892		Spnb2		spectrin beta 2		Tight junction		SMAD protein nuclear translocation///actin binding///barbed-end actin filament capping///calmodulin binding///common-partner SMAD protein phosphorylation///cytoskeleton///membrane///nucleus///plasma membrane///protein binding

		2		Nrl		20742		0		0.738		0		0		0.9		2		0.819		Spnb2		spectrin beta 2		Tight junction		SMAD protein nuclear translocation///actin binding///barbed-end actin filament capping///calmodulin binding///common-partner SMAD protein phosphorylation///cytoskeleton///membrane///nucleus///plasma membrane///protein binding

		2		Rho		20747		0.692		0		0		0.7		0.87		3		0.754		Spop		speckle-type POZ protein				nucleus///protein binding

		2		Nrl		20747		0.676		0		0		0.8		0.891		3		0.789		Spop		speckle-type POZ protein				nucleus///protein binding

		2		Neurod1		20833		0		0		0.7		0.7		0		2		0.7		Ssrp1		structure specific recognition protein 1				DNA binding///chromatin///nucleus///regulation of transcription, DNA-dependent

		2		Rb1		20833		0		0.833		0.9		0		0		2		0.867		Ssrp1		structure specific recognition protein 1				DNA binding///chromatin///nucleus///regulation of transcription, DNA-dependent

		2		Crx		20843		0		0.667		0.872		0		0		2		0.769		Stag2		stromal antigen 2				cell cycle///cell division///chromosome segregation///meiosis///mitosis///nucleus

		2		Nrl		20843		0		0.69		0		0.7		0		2		0.695		Stag2		stromal antigen 2				cell cycle///cell division///chromosome segregation///meiosis///mitosis///nucleus

		2		Rho		20916		0		0		0.7		0.7		0		2		0.7		Sucla2		succinate-Coenzyme A ligase, ADP-forming, beta subunit		Citrate cycle (TCA cycle)///Propanoate metabolism///C5-Branched dibasic acid metabolism///Reductive carboxylate cycle (CO2 fixation)		catalytic activity///ligase activity///metabolism///mitochondrion///succinate-CoA ligase (ADP-forming) activity///succinate-CoA ligase activity///tricarboxylic acid cycle

		2		Nrl		20916		0		0.714		0		0.8		0		2		0.757		Sucla2		succinate-Coenzyme A ligase, ADP-forming, beta subunit		Citrate cycle (TCA cycle)///Propanoate metabolism///C5-Branched dibasic acid metabolism///Reductive carboxylate cycle (CO2 fixation)		catalytic activity///ligase activity///metabolism///mitochondrion///succinate-CoA ligase (ADP-forming) activity///succinate-CoA ligase activity///tricarboxylic acid cycle

		2		Rb1		20924		0		0		0.9		0.9		0		2		0.9		Supt5h		suppressor of Ty 5 homolog (S. cerevisiae)				nucleus///regulation of transcription, DNA-dependent///transcription///transcriptional elongation regulator activity

		2		Neurod1		20924		0		0		0.7		1		0		2		0.85		Supt5h		suppressor of Ty 5 homolog (S. cerevisiae)				nucleus///regulation of transcription, DNA-dependent///transcription///transcriptional elongation regulator activity

		2		Nrl		20971		0		0		0.7		0		0.864		2		0.782		Sdc4		syndecan 4		ECM-receptor interaction///Cell adhesion molecules (CAMs)		cell surface///cytoskeletal protein binding///integral to membrane///membrane

		2		Rho		20971		0		0		0.9		0		0.943		2		0.922		Sdc4		syndecan 4		ECM-receptor interaction///Cell adhesion molecules (CAMs)		cell surface///cytoskeletal protein binding///integral to membrane///membrane

		2		Nrl		20972		0		0.69		0.8		0		0		2		0.745		Syngr1		synaptogyrin 1				integral to membrane///membrane///protein targeting///synapse///synaptic vesicle

		2		Crx		20972		0		0.714		0.821		0		0		2		0.768		Syngr1		synaptogyrin 1				integral to membrane///membrane///protein targeting///synapse///synaptic vesicle

		2		Crx		21351		0		0		0.667		0.8		0		2		0.733		Taldo1		transaldolase 1		Pentose phosphate pathway		carbohydrate metabolism///cytoplasm///pentose-phosphate shunt///transaldolase activity///transferase activity

		2		Rb1		21351		0		0.69		0		0		0.773		2		0.732		Taldo1		transaldolase 1		Pentose phosphate pathway		carbohydrate metabolism///cytoplasm///pentose-phosphate shunt///transaldolase activity///transferase activity

		2		Rho		21353		0		0		0.9		0.8		0		2		0.85		Tank		TRAF family member-associated Nf-kappa B activator				I-kappaB kinase/NF-kappaB cascade///metal ion binding///nucleic acid binding///nucleus///protein binding///zinc ion binding

		2		Nrl		21353		0		0		1		0.7		0		2		0.85		Tank		TRAF family member-associated Nf-kappa B activator				I-kappaB kinase/NF-kappaB cascade///metal ion binding///nucleic acid binding///nucleus///protein binding///zinc ion binding

		2		Nrl		21366		0.699		0.833		0		0		0.864		3		0.799		Slc6a6		solute carrier family 6 (neurotransmitter transporter, taurine), member 6				beta-alanine transport///beta-alanine transporter activity///integral to membrane///integral to plasma membrane///membrane///neurotransmitter transport///neurotransmitter:sodium symporter activity///symporter activity///taurine transport///taurine transport///taurine transporter activity///taurine:sodium symporter activity///transport

		2		Rho		21366		0		0		0		0.9		0.879		2		0.89		Slc6a6		solute carrier family 6 (neurotransmitter transporter, taurine), member 6				beta-alanine transport///beta-alanine transporter activity///integral to membrane///integral to plasma membrane///membrane///neurotransmitter transport///neurotransmitter:sodium symporter activity///symporter activity///taurine transport///taurine transport///taurine transporter activity///taurine:sodium symporter activity///transport

		2		Rho		21766		0		0		0.9		0		0.761		2		0.83		Tex261		testis expressed gene 261				extracellular space///integral to membrane

		2		Nrl		21766		0		0.762		1		0		0.791		3		0.851		Tex261		testis expressed gene 261				extracellular space///integral to membrane

		2		Crx		21781		0		0		0.872		0.9		0		2		0.886		Tfdp1		transcription factor Dp 1		TGF-beta signaling pathway///Cell cycle		DNA binding///S phase of mitotic cell cycle///apoptosis///cell cycle///epidermis development///nucleus///protein binding///regulation of progression through cell cycle///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Rb1		21781		0		0.905		0.7		0		0		2		0.802		Tfdp1		transcription factor Dp 1		TGF-beta signaling pathway///Cell cycle		DNA binding///S phase of mitotic cell cycle///apoptosis///cell cycle///epidermis development///nucleus///protein binding///regulation of progression through cell cycle///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Crx		21856		0		0.881		0.975		0		0		2		0.928		Timm44		translocase of inner mitochondrial membrane 44				ATP binding///intracellular protein transport///membrane///mitochondrial inner membrane///mitochondrial inner membrane presequence translocase complex///mitochondrion///nucleotide binding///protein targeting///protein translocase activity///protein transport///transport

		2		Rho		21856		0		0		0.7		0.9		0		2		0.8		Timm44		translocase of inner mitochondrial membrane 44				ATP binding///intracellular protein transport///membrane///mitochondrial inner membrane///mitochondrial inner membrane presequence translocase complex///mitochondrion///nucleotide binding///protein targeting///protein translocase activity///protein transport///transport

		2		Rho		21858		0		0		0		0.8		0.97		2		0.885		Timp2		tissue inhibitor of metalloproteinase 2				basement membrane///cell surface///enzyme activator activity///enzyme inhibitor activity///extracellular matrix (sensu Metazoa)///extracellular space///integrin binding///metalloendopeptidase inhibitor activity///metalloendopeptidase inhibitor activity///negative regulation of cell proliferation///regulation of MAPKKK cascade///regulation of cAMP metabolism///regulation of neuron differentiation///regulation of neuron differentiation

		2		Nrl		21858		0		0		0		0.7		0.955		2		0.827		Timp2		tissue inhibitor of metalloproteinase 2				basement membrane///cell surface///enzyme activator activity///enzyme inhibitor activity///extracellular matrix (sensu Metazoa)///extracellular space///integrin binding///metalloendopeptidase inhibitor activity///metalloendopeptidase inhibitor activity///negative regulation of cell proliferation///regulation of MAPKKK cascade///regulation of cAMP metabolism///regulation of neuron differentiation///regulation of neuron differentiation

		2		Rho		21873		0		0		1		0		0.834		2		0.917		Tjp2		tight junction protein 2		Tight junction		membrane///nucleus///plasma membrane///protein binding///tight junction

		2		Nrl		21873		0		0		0.9		0		0.818		2		0.859		Tjp2		tight junction protein 2		Tight junction		membrane///nucleus///plasma membrane///protein binding///tight junction

		2		Rb1		21894		0		0.857		0.9		0		0		2		0.879		Tln1		talin 1		Focal adhesion		actin binding///binding///cell-substrate junction assembly///cortical actin cytoskeleton organization and biogenesis///cytoskeleton///focal adhesion///protein binding///structural molecule activity

		2		Neurod1		21894		0		0		0.7		0.7		0		2		0.7		Tln1		talin 1		Focal adhesion		actin binding///binding///cell-substrate junction assembly///cortical actin cytoskeleton organization and biogenesis///cytoskeleton///focal adhesion///protein binding///structural molecule activity

		2		Rho		21944		0		0		0		0.7		0.934		2		0.817		Tnfsf12		tumor necrosis factor (ligand) superfamily, member 12		Cytokine-cytokine receptor interaction		angiogenesis///apoptosis///cell death///cell differentiation///cytokine activity///development///extracellular region///extracellular space///immune response///integral to membrane///membrane///tumor necrosis factor receptor binding

		2		Nrl		21944		0		0.81		0		0.8		0.855		3		0.821		Tnfsf12		tumor necrosis factor (ligand) superfamily, member 12		Cytokine-cytokine receptor interaction		angiogenesis///apoptosis///cell death///cell differentiation///cytokine activity///development///extracellular region///extracellular space///immune response///integral to membrane///membrane///tumor necrosis factor receptor binding

		2		Crx		21969		0		0		0.821		0.7		0		2		0.76		Top1		topoisomerase (DNA) I				DNA binding///DNA replication///DNA topoisomerase activity///DNA topoisomerase type I activity///DNA topological change///DNA unwinding during replication///chromosome///isomerase activity

		2		Rb1		21969		0		0.738		0.8		0		0.673		3		0.737		Top1		topoisomerase (DNA) I				DNA binding///DNA replication///DNA topoisomerase activity///DNA topoisomerase type I activity///DNA topological change///DNA unwinding during replication///chromosome///isomerase activity

		2		Crx		22025		0		0.833		0.921		0		0		2		0.877		Nr2c1		nuclear receptor subfamily 2, group C, member 1				DNA binding///cellular component unknown///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///protein binding///proteolysis///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///subtilase activity///transcription///transcription factor activity///zinc ion binding

		2		Nrl		22025		0		0.81		0		0.9		0		2		0.855		Nr2c1		nuclear receptor subfamily 2, group C, member 1				DNA binding///cellular component unknown///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///protein binding///proteolysis///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid hormone receptor activity///subtilase activity///transcription///transcription factor activity///zinc ion binding

		2		Nrl		22066		0		0		1		0.7		0		2		0.85		Trpc4		transient receptor potential cation channel, subfamily C, member 4				DNA binding///calcium channel activity///calcium ion binding///calcium ion transport///cation channel activity///cation transport///integral to membrane///intracellular///ion channel activity///ion transport///membrane///protein biosynthesis///receptor activity///regulation of transcription, DNA-dependent///ribosome///structural constituent of ribosome///transcription factor activity///transport

		2		Rho		22066		0		0		0.9		0.8		0		2		0.85		Trpc4		transient receptor potential cation channel, subfamily C, member 4				DNA binding///calcium channel activity///calcium ion binding///calcium ion transport///cation channel activity///cation transport///integral to membrane///intracellular///ion channel activity///ion transport///membrane///protein biosynthesis///receptor activity///regulation of transcription, DNA-dependent///ribosome///structural constituent of ribosome///transcription factor activity///transport

		2		Nrl		22139		0.856		0.81		0.9		0.9		0		4		0.866		Ttr		transthyretin				carrier activity///extracellular space///hormone activity///retinal binding///retinol binding///steroid binding///thyroid hormone generation///transport

		2		Crx		22139		0.898		0		0.667		0		0		2		0.783		Ttr		transthyretin				carrier activity///extracellular space///hormone activity///retinal binding///retinol binding///steroid binding///thyroid hormone generation///transport

		2		Rho		22183		0		0		0.7		0.7		0.952		3		0.784		U2af1-rs1		U2 small nuclear ribonucleoprotein auxiliary factor (U2AF) 1, related sequence 1				RNA binding///metal ion binding///nucleic acid binding///nucleotide binding///nucleus///ribonucleoprotein complex///zinc ion binding

		2		Nrl		22183		0		0.905		0		0.8		0.964		3		0.889		U2af1-rs1		U2 small nuclear ribonucleoprotein auxiliary factor (U2AF) 1, related sequence 1				RNA binding///metal ion binding///nucleic acid binding///nucleotide binding///nucleus///ribonucleoprotein complex///zinc ion binding

		2		Neurod1		22193		0.693		0		0.8		0		0		2		0.747		Ube2e3		ubiquitin-conjugating enzyme E2E 3, UBC4/5 homolog (yeast)				ligase activity///nucleus///protein binding///protein modification///regulation of cell growth///ubiquitin conjugating enzyme activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity

		2		Chx10		22193		0		0		0.7		0.9		0		2		0.8		Ube2e3		ubiquitin-conjugating enzyme E2E 3, UBC4/5 homolog (yeast)				ligase activity///nucleus///protein binding///protein modification///regulation of cell growth///ubiquitin conjugating enzyme activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity

		2		Rb1		22201		0		0		0.9		0		0.745		2		0.823		Ube1x		ubiquitin-activating enzyme E1, Chr X		Parkinson's disease		ATP binding///catalytic activity///ligase activity///nucleotide binding///protein modification///ubiquitin activating enzyme activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-like activating enzyme activity

		2		Nrl		22201		0		0.81		0		0.7		0		2		0.755		Ube1x		ubiquitin-activating enzyme E1, Chr X		Parkinson's disease		ATP binding///catalytic activity///ligase activity///nucleotide binding///protein modification///ubiquitin activating enzyme activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-like activating enzyme activity

		2		Nrl		22289		0		0		0.667		0		0.664		2		0.665		Utx		ubiquitously transcribed tetratricopeptide repeat gene, X chromosome				binding///nucleus

		2		Rho		22289		0		0		0.667		0		0.706		2		0.687		Utx		ubiquitously transcribed tetratricopeptide repeat gene, X chromosome				binding///nucleus

		2		Rho		22359		0		0		0.9		0		0.897		2		0.899		Vldlr		very low density lipoprotein receptor				calcium ion binding///cholesterol metabolism///coated pit///endocytosis///extracellular space///integral to membrane///lipid metabolism///lipid transport///lipid transporter activity///membrane///membrane fraction///receptor activity///steroid metabolism///transport

		2		Nrl		22359		0		0.81		0.7		0		0.855		3		0.788		Vldlr		very low density lipoprotein receptor				calcium ion binding///cholesterol metabolism///coated pit///endocytosis///extracellular space///integral to membrane///lipid metabolism///lipid transport///lipid transporter activity///membrane///membrane fraction///receptor activity///steroid metabolism///transport

		2		Rho		22360		0		0		0.7		0.9		0		2		0.8		Vmp		vesicular membrane protein p24				integral to membrane

		2		Crx		22360		0		0.69		0.821		0		0		2		0.756		Vmp		vesicular membrane protein p24				integral to membrane

		2		Nrl		22380		0		0.762		0.7		0		0		2		0.731		Wbp4		WW domain binding protein 4				RNA binding///mRNA processing///metal ion binding///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleus///protein binding///spliceosome complex///zinc ion binding

		2		Crx		22380		0		0.762		0.667		0		0		2		0.714		Wbp4		WW domain binding protein 4				RNA binding///mRNA processing///metal ion binding///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleus///protein binding///spliceosome complex///zinc ion binding

		2		Rho		22433		0		0		0		0.9		0.916		2		0.908		Xbp1		X-box binding protein 1				DNA binding///extracellular space///nucleus///protein dimerization activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription

		2		Nrl		22433		0		0.833		0		0		0.836		2		0.835		Xbp1		X-box binding protein 1				DNA binding///extracellular space///nucleus///protein dimerization activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription

		2		Neurod1		22630		0		0		0.9		0.9		0		2		0.9		Ywhaq		tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptide		Cell cycle		cellular component unknown///protein domain specific binding///protein targeting///signal transduction///small GTPase mediated signal transduction

		2		Rb1		22630		0		0.786		0		1		0		2		0.893		Ywhaq		tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptide		Cell cycle		cellular component unknown///protein domain specific binding///protein targeting///signal transduction///small GTPase mediated signal transduction

		2		Crx		22680		0		0		0.821		0.8		0		2		0.81		Zfp207		zinc finger protein 207				nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription factor activity///zinc ion binding

		2		Chx10		22680		0		0		0		0.8		0.706		2		0.753		Zfp207		zinc finger protein 207				nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription factor activity///zinc ion binding

		2		Crx		22720		0		0		0.667		0.9		0		2		0.783		Zfp62		zinc finger protein 62				development///metal ion binding///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription///zinc ion binding

		2		Rb1		22720		0		0.714		0.8		0		0		2		0.757		Zfp62		zinc finger protein 62				development///metal ion binding///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription///zinc ion binding

		2		Nr2e3		23802		0.66		0		0		0		0.673		2		0.666		Amfr		autocrine motility factor receptor				cellular physiological process///endoplasmic reticulum///integral to membrane///integral to plasma membrane///ligase activity///membrane///metal ion binding///protein binding///receptor activity///ubiquitin cycle///ubiquitin-protein ligase activity///zinc ion binding

		2		Rb1		23802		0		0		1		0.7		0		2		0.85		Amfr		autocrine motility factor receptor				cellular physiological process///endoplasmic reticulum///integral to membrane///integral to plasma membrane///ligase activity///membrane///metal ion binding///protein binding///receptor activity///ubiquitin cycle///ubiquitin-protein ligase activity///zinc ion binding

		2		Nrl		23829		0		0.881		0		0		0.927		2		0.904		C1ql1		complement component 1, q subcomponent-like 1				biological process unknown///cytoplasm///extracellular space///molecular function unknown///phosphate transport

		2		Rho		23829		0		0		0		1		0.929		2		0.965		C1ql1		complement component 1, q subcomponent-like 1				biological process unknown///cytoplasm///extracellular space///molecular function unknown///phosphate transport

		2		Rho		23831		0		0		0		0.9		0.747		2		0.824		Car14		carbonic anhydrase 14		Nitrogen metabolism		carbonate dehydratase activity///extracellular space///integral to membrane///lyase activity///membrane///metal ion binding///one-carbon compound metabolism///zinc ion binding

		2		Nrl		23831		0		0.833		0		0		0.773		2		0.803		Car14		carbonic anhydrase 14		Nitrogen metabolism		carbonate dehydratase activity///extracellular space///integral to membrane///lyase activity///membrane///metal ion binding///one-carbon compound metabolism///zinc ion binding

		2		Crx		23837		0		0		0.718		0.9		0		2		0.809		Cfdp1		craniofacial development protein 1				anti-apoptosis///basement membrane///cell adhesion///development///regulation of cell proliferation///regulation of cell shape

		2		Rb1		23837		0		0.69		0.9		0		0		2		0.795		Cfdp1		craniofacial development protein 1				anti-apoptosis///basement membrane///cell adhesion///development///regulation of cell proliferation///regulation of cell shape

		2		Rho		23844		0		0		0.7		0.7		0		2		0.7		Clca3		chloride channel calcium activated 3				chloride channel activity///chloride transport///hydrogen-transporting ATPase activity, rotational mechanism///integral to membrane///membrane///secretory granule

		2		Nrl		23844		0		0		0.9		0.8		0		2		0.85		Clca3		chloride channel calcium activated 3				chloride channel activity///chloride transport///hydrogen-transporting ATPase activity, rotational mechanism///integral to membrane///membrane///secretory granule

		2		Nr2e3		23859		0		0		0.7		0		0.818		2		0.759		Dlgh2		discs, large homolog 2 (Drosophila)				membrane///postsynaptic membrane///protein binding///sensory perception of pain///synaptic transmission

		2		Nrl		23859		0		0		0.7		0		0.818		2		0.759		Dlgh2		discs, large homolog 2 (Drosophila)				membrane///postsynaptic membrane///protein binding///sensory perception of pain///synaptic transmission

		2		Crx		23942		0.68		0		0.821		0		0		2		0.75		Mta2		metastasis-associated gene family, member 2				DNA binding///DNA packaging///NuRD complex///chromatin remodeling///chromatin remodeling complex///electron transport///electron transporter activity///heme binding///histone deacetylase activity///histone deacetylase complex///metal ion binding///negative regulation of transcription from RNA polymerase II promoter///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription factor activity///transcriptional activator activity///transcriptional repressor activity///zinc ion binding

		2		Nrl		23942		0.705		0.833		0		0		0.7		3		0.746		Mta2		metastasis-associated gene family, member 2				DNA binding///DNA packaging///NuRD complex///chromatin remodeling///chromatin remodeling complex///electron transport///electron transporter activity///heme binding///histone deacetylase activity///histone deacetylase complex///metal ion binding///negative regulation of transcription from RNA polymerase II promoter///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription factor activity///transcriptional activator activity///transcriptional repressor activity///zinc ion binding

		2		Nrl		23958		0.777		0		1		0		0		2		0.889		Nr2e3		nuclear receptor subfamily 2, group E, member 3				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///negative regulation of transcription from RNA polymerase II promoter///nucleus///positive regulation of rhodopsin gene activity///positive regulation of transcription from RNA polymerase II promoter///protein binding///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid binding///steroid hormone receptor activity///transcription///transcription factor activity///transcription factor complex///zinc ion binding

		2		Nr2e3		23958		1		0		1		0		1		3		1		Nr2e3		nuclear receptor subfamily 2, group E, member 3				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///negative regulation of transcription from RNA polymerase II promoter///nucleus///positive regulation of rhodopsin gene activity///positive regulation of transcription from RNA polymerase II promoter///protein binding///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid binding///steroid hormone receptor activity///transcription///transcription factor activity///transcription factor complex///zinc ion binding

		2		Rho		23969		0		0		0		0.9		0.943		2		0.922		Pacsin1		protein kinase C and casein kinase substrate in neurons 1				COPI-coated vesicle///Golgi trans face///cytoplasm///cytoskeletal protein binding///endocytosis///kinase activity///negative regulation of endocytosis///protein binding///signal transduction

		2		Nrl		23969		0		0.81		0		0		0.964		2		0.887		Pacsin1		protein kinase C and casein kinase substrate in neurons 1				COPI-coated vesicle///Golgi trans face///cytoplasm///cytoskeletal protein binding///endocytosis///kinase activity///negative regulation of endocytosis///protein binding///signal transduction

		2		Crx		23971		0		0		0.684		0.9		0		2		0.792		Papss1		3'-phosphoadenosine 5'-phosphosulfate synthase 1		Sulfur metabolism///Selenoamino acid metabolism///Purine metabolism		3'-phosphoadenosine 5'-phosphosulfate biosynthesis///ATP binding///adenylylsulfate kinase activity///catalytic activity///kinase activity///nucleotide binding///nucleotidyltransferase activity///sulfate adenylyltransferase (ATP) activity///sulfate adenylyltransferase complex (ATP)///sulfate assimilation///transferase activity///transferase activity, transferring phosphorus-containing groups

		2		Rb1		23971		0		0.714		0.872		0		0		2		0.793		Papss1		3'-phosphoadenosine 5'-phosphosulfate synthase 1		Sulfur metabolism///Selenoamino acid metabolism///Purine metabolism		3'-phosphoadenosine 5'-phosphosulfate biosynthesis///ATP binding///adenylylsulfate kinase activity///catalytic activity///kinase activity///nucleotide binding///nucleotidyltransferase activity///sulfate adenylyltransferase (ATP) activity///sulfate adenylyltransferase complex (ATP)///sulfate assimilation///transferase activity///transferase activity, transferring phosphorus-containing groups

		2		Rb1		23994		0		0.762		0		1		0		2		0.881		Dazap2		DAZ associated protein 2				protein binding///transcription factor complex

		2		Neurod1		23994		0		0		1		0.9		0		2		0.95		Dazap2		DAZ associated protein 2				protein binding///transcription factor complex

		2		Nrl		24017		0		0		0		0.7		0.827		2		0.764		Rnf13		ring finger protein 13				metal ion binding///nucleus///peptidase activity///protein binding///proteolysis///zinc ion binding

		2		Rho		24017		0		0		0		0.8		0.843		2		0.821		Rnf13		ring finger protein 13				metal ion binding///nucleus///peptidase activity///protein binding///proteolysis///zinc ion binding

		2		Nrl		24067		0		0		0.7		0		0.836		2		0.768		Srp54		signal recognition particle 54		Protein export		GTP binding///RNA binding///nucleotide binding///nucleus///signal recognition particle (sensu Eukaryota)

		2		Rho		24067		0		0		0.9		0		0.856		2		0.878		Srp54		signal recognition particle 54		Protein export		GTP binding///RNA binding///nucleotide binding///nucleus///signal recognition particle (sensu Eukaryota)

		2		Neurod1		24086		0		0.69		0.7		0.7		0		3		0.697		Tlk2		tousled-like kinase 2 (Arabidopsis)				ATP binding///cell cycle///cell differentiation///chromatin modification///development///kinase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///response to DNA damage stimulus///spermatogenesis///transferase activity

		2		Chx10		24086		0		0		0.7		0		0.692		2		0.696		Tlk2		tousled-like kinase 2 (Arabidopsis)				ATP binding///cell cycle///cell differentiation///chromatin modification///development///kinase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///response to DNA damage stimulus///spermatogenesis///transferase activity

		2		Rho		26373		0		0		0		1		0.829		2		0.915		Clcn7		chloride channel 7				chloride transport///integral to membrane///ion channel activity///ion transport///membrane///transport///voltage-gated chloride channel activity///voltage-gated ion channel activity

		2		Nrl		26373		0		0.905		0		0		0.745		2		0.825		Clcn7		chloride channel 7				chloride transport///integral to membrane///ion channel activity///ion transport///membrane///transport///voltage-gated chloride channel activity///voltage-gated ion channel activity

		2		Rho		26374		0		0		0.7		0		0.733		2		0.717		Rfwd2		ring finger and WD repeat domain 2				biological process unknown///cellular component unknown///ligase activity///metal ion binding///molecular function unknown///nucleus///protein binding///ubiquitin cycle///zinc ion binding

		2		Nrl		26374		0		0		0.9		0		0.718		2		0.809		Rfwd2		ring finger and WD repeat domain 2				biological process unknown///cellular component unknown///ligase activity///metal ion binding///molecular function unknown///nucleus///protein binding///ubiquitin cycle///zinc ion binding

		2		Nrl		26380		0		0		0.7		0		0.691		2		0.695		Esrrb		estrogen related receptor, beta				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///protein targeting///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid binding///steroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		2		Rho		26380		0.806		0		0.9		0		0.747		3		0.818		Esrrb		estrogen related receptor, beta				DNA binding///ligand-dependent nuclear receptor activity///metal ion binding///nucleus///protein targeting///receptor activity///regulation of transcription, DNA-dependent///sequence-specific DNA binding///steroid binding///steroid hormone receptor activity///transcription///transcription factor activity///zinc ion binding

		2		Rho		26395		0		0		0		0.7		0.779		2		0.74		Map2k1		mitogen activated protein kinase kinase 1		Long-term depression///Dorso-ventral axis formation///MAPK signaling pathway///Natural killer cell mediated cytotoxicity///Long-term potentiation///Gap junction///Focal adhesion///Regulation of actin cytoskeleton///Insulin signaling pathway		ATP binding///MAP kinase kinase activity///keratinocyte differentiation///kinase activity///neuron differentiation///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Nrl		26395		0		0		0		0.8		0.709		2		0.755		Map2k1		mitogen activated protein kinase kinase 1		Long-term depression///Dorso-ventral axis formation///MAPK signaling pathway///Natural killer cell mediated cytotoxicity///Long-term potentiation///Gap junction///Focal adhesion///Regulation of actin cytoskeleton///Insulin signaling pathway		ATP binding///MAP kinase kinase activity///keratinocyte differentiation///kinase activity///neuron differentiation///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Neurod1		26401		0		0.683		0		0.8		0		2		0.741		Map3k1		mitogen activated protein kinase kinase kinase 1		MAPK signaling pathway		ATP binding///apoptotic mitochondrial changes///eye development (sensu Mammalia)///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///positive regulation of actin filament polymerization///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///regulation of cell migration///transferase activity///transforming growth factor beta receptor signaling pathway///wound healing///zinc ion binding

		2		Nr2e3		26401		0		0		0.7		0		0.8		2		0.75		Map3k1		mitogen activated protein kinase kinase kinase 1		MAPK signaling pathway		ATP binding///apoptotic mitochondrial changes///eye development (sensu Mammalia)///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///positive regulation of actin filament polymerization///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///regulation of cell migration///transferase activity///transforming growth factor beta receptor signaling pathway///wound healing///zinc ion binding

		2		Rho		26416		0		0		0		0.8		0.888		2		0.844		Mapk14		mitogen activated protein kinase 14		Toll-like receptor signaling pathway///Leukocyte transendothelial migration///MAPK signaling pathway		ATP binding///DNA damage checkpoint///MAP kinase activity///MP kinase activity///angiogenesis///cell///cytoplasm///fatty acid oxidation///glucose metabolism///kinase activity///nucleotide binding///nucleus///positive regulation of erythrocyte differentiation///positive regulation of transcription from RNA polymerase II promoter///protein amino acid phosphorylation///protein binding///protein kinase activity///protein kinase cascade///protein serine/threonine kinase activity///protein-tyrosine kinase activity///response to stress///spindle pole///striated muscle development///transferase activity

		2		Nrl		26416		0		0		0		0.7		0.9		2		0.8		Mapk14		mitogen activated protein kinase 14		Toll-like receptor signaling pathway///Leukocyte transendothelial migration///MAPK signaling pathway		ATP binding///DNA damage checkpoint///MAP kinase activity///MP kinase activity///angiogenesis///cell///cytoplasm///fatty acid oxidation///glucose metabolism///kinase activity///nucleotide binding///nucleus///positive regulation of erythrocyte differentiation///positive regulation of transcription from RNA polymerase II promoter///protein amino acid phosphorylation///protein binding///protein kinase activity///protein kinase cascade///protein serine/threonine kinase activity///protein-tyrosine kinase activity///response to stress///spindle pole///striated muscle development///transferase activity

		2		Rb1		26442		0		0.762		0.8		0		0		2		0.781		Psma5		proteasome (prosome, macropain) subunit, alpha type 5		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		2		Crx		26442		0		0		0.821		1		0		2		0.91		Psma5		proteasome (prosome, macropain) subunit, alpha type 5		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		2		Rb1		26446		0		0.786		0.9		0		0		2		0.843		Psmb3		proteasome (prosome, macropain) subunit, beta type 3		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein catabolism///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		2		Crx		26446		0		0		0.718		0.9		0		2		0.809		Psmb3		proteasome (prosome, macropain) subunit, beta type 3		Proteasome		cytosol///endopeptidase activity///hydrolase activity///peptidase activity///proteasome core complex (sensu Eukaryota)///protein catabolism///protein complex///threonine endopeptidase activity///ubiquitin-dependent protein catabolism

		2		Nrl		26457		0		0.738		0		0		0.945		2		0.842		Slc27a1		solute carrier family 27 (fatty acid transporter), member 1				catalytic activity///cytoplasmic vesicle///fatty acid metabolism///integral to membrane///ligase activity///lipid metabolism///lipid transport///long-chain fatty acid metabolism///long-chain-fatty-acid-CoA ligase activity///membrane///metabolism///nucleotide binding///plasma membrane///transport///transporter activity

		2		Crx		26457		0		0.667		0.975		0		0		2		0.821		Slc27a1		solute carrier family 27 (fatty acid transporter), member 1				catalytic activity///cytoplasmic vesicle///fatty acid metabolism///integral to membrane///ligase activity///lipid metabolism///lipid transport///long-chain fatty acid metabolism///long-chain-fatty-acid-CoA ligase activity///membrane///metabolism///nucleotide binding///plasma membrane///transport///transporter activity

		2		Rb1		26466		0		0.762		0.9		0.9		0		3		0.854		Zfp260		zinc finger protein 260				DNA binding///development///metal ion binding///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription///zinc ion binding

		2		Neurod1		26466		0		0		0.7		0.7		0		2		0.7		Zfp260		zinc finger protein 260				DNA binding///development///metal ion binding///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription///zinc ion binding

		2		Nrl		26554		0		0.786		0		0		0.955		2		0.87		Cul3		cullin 3				cell cycle///nucleus///ubiquitin cycle

		2		Rho		26554		0		0		0.7		1		0.961		3		0.887		Cul3		cullin 3				cell cycle///nucleus///ubiquitin cycle

		2		Rho		26562		0		0		0.7		0.7		0		2		0.7		Ncdn		neurochondrin				bone resorption///cellular component unknown///molecular function unknown

		2		Nrl		26562		0		0.833		0		0.8		0		2		0.817		Ncdn		neurochondrin				bone resorption///cellular component unknown///molecular function unknown

		2		Rb1		26754		0		0.738		0.9		0		0		2		0.819		Cops5		COP9 (constitutive photomorphogenic) homolog, subunit 5 (Arabidopsis thaliana)		Lysine degradation///Biotin metabolism		hydrolase activity///metal ion binding///metallopeptidase activity///nucleus///peptidase activity///protein binding///regulation of progression through cell cycle///regulation of transcription, DNA-dependent///signalosome complex///transcription coactivator activity///transcription factor complex

		2		Neurod1		26754		0		0.714		0.7		0		0		2		0.707		Cops5		COP9 (constitutive photomorphogenic) homolog, subunit 5 (Arabidopsis thaliana)		Lysine degradation///Biotin metabolism		hydrolase activity///metal ion binding///metallopeptidase activity///nucleus///peptidase activity///protein binding///regulation of progression through cell cycle///regulation of transcription, DNA-dependent///signalosome complex///transcription coactivator activity///transcription factor complex

		2		Neurod1		26875		0		0.81		0		0.9		0		2		0.855		Pclo		piccolo (presynaptic cytomatrix protein)				cAMP-mediated signaling///calcium ion binding///calcium-dependent phospholipid binding///cytoskeleton organization and biogenesis///insulin secretion///metal ion binding///profilin binding///protein binding///regulation of exocytosis///synapse///zinc ion binding

		2		Rb1		26875		0		0		1		1		0.891		3		0.964		Pclo		piccolo (presynaptic cytomatrix protein)				cAMP-mediated signaling///calcium ion binding///calcium-dependent phospholipid binding///cytoskeleton organization and biogenesis///insulin secretion///metal ion binding///profilin binding///protein binding///regulation of exocytosis///synapse///zinc ion binding

		2		Neurod1		26885		0		0		0.7		0.8		0		2		0.75		Casp8ap2		caspase 8 associated protein 2				apoptosis///apoptotic protease activator activity///caspase activation///caspase activator activity///identical protein binding///induction of apoptosis via death domain receptors///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription

		2		Rb1		26885		0		0.714		0.9		0		0		2		0.807		Casp8ap2		caspase 8 associated protein 2				apoptosis///apoptotic protease activator activity///caspase activation///caspase activator activity///identical protein binding///induction of apoptosis via death domain receptors///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription

		2		Neurod1		26893		0		0.762		0.7		0		0		2		0.731		Cops6		COP9 (constitutive photomorphogenic) homolog, subunit 6 (Arabidopsis thaliana)				nucleus///protein binding///signalosome complex

		2		Rb1		26893		0		0.762		0.9		0		0		2		0.831		Cops6		COP9 (constitutive photomorphogenic) homolog, subunit 6 (Arabidopsis thaliana)				nucleus///protein binding///signalosome complex

		2		Nrl		26922		0		0		0.7		0		0.782		2		0.741		Mecr		mitochondrial trans-2-enoyl-CoA reductase		Fatty acid elongation in mitochondria		biological process unknown///cytosol///fatty acid biosynthesis///ligand-dependent nuclear receptor binding///lipid biosynthesis///mitochondrion///nucleus///oxidoreductase activity///trans-2-enoyl-CoA reductase (NADPH) activity///zinc ion binding

		2		Rho		26922		0		0		0.9		0		0.834		2		0.867		Mecr		mitochondrial trans-2-enoyl-CoA reductase		Fatty acid elongation in mitochondria		biological process unknown///cytosol///fatty acid biosynthesis///ligand-dependent nuclear receptor binding///lipid biosynthesis///mitochondrion///nucleus///oxidoreductase activity///trans-2-enoyl-CoA reductase (NADPH) activity///zinc ion binding

		2		Nrl		26931		0		0.881		0.667		0		0.655		3		0.734		Ppp2r5c		protein phosphatase 2, regulatory subunit B (B56), gamma isoform				nucleus///protein phosphatase type 2A complex///protein phosphatase type 2A regulator activity///signal transduction

		2		Rho		26931		0		0		0.821		0		0.661		2		0.741		Ppp2r5c		protein phosphatase 2, regulatory subunit B (B56), gamma isoform				nucleus///protein phosphatase type 2A complex///protein phosphatase type 2A regulator activity///signal transduction

		2		Crx		26936		0		0		0.718		0.9		0		2		0.809		AA536749		expressed sequence AA536749				guanyl-nucleotide exchange factor activity

		2		Chx10		26936		0		0		0		0.9		0.697		2		0.799		AA536749		expressed sequence AA536749				guanyl-nucleotide exchange factor activity

		2		Nrl		26943		0.696		0		0		0		0.727		2		0.712		Serinc3		serine incorporator 3				Golgi apparatus///Golgi stack///extracellular space///induction of apoptosis///integral to membrane///membrane///plasma membrane

		2		Crx		26943		0.659		0.762		0		0		0		2		0.71		Serinc3		serine incorporator 3				Golgi apparatus///Golgi stack///extracellular space///induction of apoptosis///integral to membrane///membrane///plasma membrane

		2		Nrl		26950		0		0.905		0.975		0.9		0.827		4		0.902		Vsnl1		visinin-like 1				calcium ion binding

		2		Rho		26950		0		0		0.975		0		0.907		2		0.941		Vsnl1		visinin-like 1				calcium ion binding

		2		Rho		27226		0		0		0.975		1		0		2		0.987		Pla2g7		phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma)		Glycerophospholipid metabolism		1-alkyl-2-acetylglycerophosphocholine esterase activity///2-acetyl-1-alkylglycerophosphocholine esterase complex///catalytic activity///extracellular space///hydrolase activity///inflammatory response///lipid catabolism

		2		Nrl		27226		0		0.952		0.975		0		0		2		0.964		Pla2g7		phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma)		Glycerophospholipid metabolism		1-alkyl-2-acetylglycerophosphocholine esterase activity///2-acetyl-1-alkylglycerophosphocholine esterase complex///catalytic activity///extracellular space///hydrolase activity///inflammatory response///lipid catabolism

		2		Nrl		27362		0		0.762		0		0.7		0		2		0.731		Dnajb9		DnaJ (Hsp40) homolog, subfamily B, member 9				extracellular space///heat shock protein binding///nucleus///protein folding///unfolded protein binding

		2		Crx		27362		0		0.762		0.872		0		0		2		0.817		Dnajb9		DnaJ (Hsp40) homolog, subfamily B, member 9				extracellular space///heat shock protein binding///nucleus///protein folding///unfolded protein binding

		2		Crx		27397		0		0		0.711		0.8		0		2		0.755		Mrpl17		mitochondrial ribosomal protein L17				intracellular///mitochondrial genome maintenance///mitochondrial inner membrane///mitochondrial large ribosomal subunit///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		2		Chx10		27397		0		0		0		0.8		0.729		2		0.764		Mrpl17		mitochondrial ribosomal protein L17				intracellular///mitochondrial genome maintenance///mitochondrial inner membrane///mitochondrial large ribosomal subunit///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		2		Nrl		27399		0		0.833		0.821		0.8		0.945		4		0.85		Ihpk1		inositol hexaphosphate kinase 1				cellular component unknown///inositol hexakisphosphate kinase activity///inositol or phosphatidylinositol kinase activity///inositol trisphosphate 3-kinase activity///kinase activity///myo-inositol metabolism///nucleus///transferase activity

		2		Rho		27399		0		0		0.667		0.7		0.961		3		0.776		Ihpk1		inositol hexaphosphate kinase 1				cellular component unknown///inositol hexakisphosphate kinase activity///inositol or phosphatidylinositol kinase activity///inositol trisphosphate 3-kinase activity///kinase activity///myo-inositol metabolism///nucleus///transferase activity

		2		Nrl		27999		0.675		0.81		0.9		0		0.845		4		0.808		D6Wsu176e		DNA segment, Chr 6, Wayne State University 176, expressed				cytokine activity///extracellular region

		2		Rho		27999		0.843		0		1		0.9		0.815		4		0.89		D6Wsu176e		DNA segment, Chr 6, Wayne State University 176, expressed				cytokine activity///extracellular region

		2		Rb1		28146		0		0.786		0.9		0		0		2		0.843		D3Ucla1		DNA segment, Chr 3, University of California at Los Angeles 1

		2		Crx		28146		0		0		0.718		0.8		0		2		0.759		D3Ucla1		DNA segment, Chr 3, University of California at Los Angeles 1

		2		Rho		30052		0		0		0.7		0.7		0		2		0.7		Pcsk1n		proprotein convertase subtilisin/kexin type 1 inhibitor				Golgi trans face///extracellular space///extracellular space///peptide hormone processing///secretory granule///serine-type endopeptidase inhibitor activity

		2		Nrl		30052		0		0.833		0		0.8		0		2		0.817		Pcsk1n		proprotein convertase subtilisin/kexin type 1 inhibitor				Golgi trans face///extracellular space///extracellular space///peptide hormone processing///secretory granule///serine-type endopeptidase inhibitor activity

		2		Crx		50708		0.812		0.881		0		0		0		2		0.846		Hist1h1c		histone 1, H1c				DNA binding///DNA binding///chromosome///chromosome organization and biogenesis (sensu Eukaryota)///nucleosome///nucleosome assembly///nucleosome spacing///nucleus///protein binding

		2		Nrl		50708		0.844		0.786		0		0		0		2		0.815		Hist1h1c		histone 1, H1c				DNA binding///DNA binding///chromosome///chromosome organization and biogenesis (sensu Eukaryota)///nucleosome///nucleosome assembly///nucleosome spacing///nucleus///protein binding

		2		Chx10		50772		0.657		0.826		0		0.9		0		3		0.794		Mapk6		mitogen-activated protein kinase 6				ATP binding///MAP kinase activity///cell cycle///cytoplasm///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Rb1		50772		0		0.898		0.9		0		0		2		0.899		Mapk6		mitogen-activated protein kinase 6				ATP binding///MAP kinase activity///cell cycle///cytoplasm///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein binding///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Crx		50789		0		0.755		0.821		0		0		2		0.788		Fbxl3		F-box and leucine-rich repeat protein 3				biological process unknown///cellular component unknown///molecular function unknown///nucleus///ubiquitin cycle

		2		Rho		50789		0		0		0.7		1		0		2		0.85		Fbxl3		F-box and leucine-rich repeat protein 3				biological process unknown///cellular component unknown///molecular function unknown///nucleus///ubiquitin cycle

		2		Nrl		50793		0		0		0.7		0		0.861		2		0.781		Orc3l		origin recognition complex, subunit 3-like (S. cerevisiae)		Cell cycle		DNA binding///DNA replication///nuclear origin of replication recognition complex///nucleus

		2		Rho		50793		0		0		0.9		0		0.868		2		0.884		Orc3l		origin recognition complex, subunit 3-like (S. cerevisiae)		Cell cycle		DNA binding///DNA replication///nuclear origin of replication recognition complex///nucleus

		2		Rho		50849		0		0		0.7		0		0.92		2		0.81		Rnf10		ring finger protein 10				metal ion binding///zinc ion binding

		2		Crx		50849		0		0		0.821		0.7		0		2		0.76		Rnf10		ring finger protein 10				metal ion binding///zinc ion binding

		2		Neurod1		50995		0		0		0.9		0.7		0		2		0.8		Uble1b		ubiquitin-like 1 (sentrin) activating enzyme E1B				ATP binding///autophagy///catalytic activity///electron transport///electron transporter activity///ligase activity///nucleotide binding///protein modification///protein transport///transcription factor binding///transport///ubiquitin activating enzyme activity///ubiquitin cycle///ubiquitin-like activating enzyme activity

		2		Rb1		50995		0		0.881		0.8		0		0		2		0.84		Uble1b		ubiquitin-like 1 (sentrin) activating enzyme E1B				ATP binding///autophagy///catalytic activity///electron transport///electron transporter activity///ligase activity///nucleotide binding///protein modification///protein transport///transcription factor binding///transport///ubiquitin activating enzyme activity///ubiquitin cycle///ubiquitin-like activating enzyme activity

		2		Neurod1		51788		0		0		0.9		0.9		0		2		0.9		H2afz		H2A histone family, member Z				Barr body///DNA binding///chromosome///chromosome organization and biogenesis (sensu Eukaryota)///nucleosome///nucleosome assembly///nucleus///nucleus

		2		Rb1		51788		0		0.762		0		0.7		0		2		0.731		H2afz		H2A histone family, member Z				Barr body///DNA binding///chromosome///chromosome organization and biogenesis (sensu Eukaryota)///nucleosome///nucleosome assembly///nucleus///nucleus

		2		Nrl		52004		0		0.929		0		0.9		0		2		0.914		Cdk2ap2		CDK2-associated protein 2

		2		Crx		52004		0		0.929		0.821		0		0		2		0.875		Cdk2ap2		CDK2-associated protein 2

		2		Rho		52120		0		0		0		0.8		0.802		2		0.801		D8Ertd354e		DNA segment, Chr 8, ERATO Doi 354, expressed				integral to membrane

		2		Nrl		52120		0		0.762		0		0.7		0.818		3		0.76		D8Ertd354e		DNA segment, Chr 8, ERATO Doi 354, expressed				integral to membrane

		2		Rb1		52174		0		0		0.8		0		0.664		2		0.732		D4Ertd196e		DNA segment, Chr 4, ERATO Doi 196, expressed

		2		Nrl		52174		0		0		0		0.9		0.936		2		0.918		D4Ertd196e		DNA segment, Chr 4, ERATO Doi 196, expressed

		2		Nrl		52440		0		0		0		0.8		0.927		2		0.864		Tax1bp1		Tax1 (human T-cell leukemia virus type I) binding protein 1				anti-apoptosis///protein binding

		2		Rho		52440		0		0		0.7		0.7		0.938		3		0.779		Tax1bp1		Tax1 (human T-cell leukemia virus type I) binding protein 1				anti-apoptosis///protein binding

		2		Rho		52469		0		0		0		0.7		0.706		2		0.703		Ccdc56		coiled-coil domain containing 56				integral to membrane///mitochondrion

		2		Nrl		52469		0		0.934		0		0.8		0.673		3		0.802		Ccdc56		coiled-coil domain containing 56				integral to membrane///mitochondrion

		2		Nrl		52635		0		0		0.7		0		0.755		2		0.727		D12Ertd551e		DNA segment, Chr 12, ERATO Doi 551, expressed

		2		Nr2e3		52635		0		0		0.7		0		0.755		2		0.727		D12Ertd551e		DNA segment, Chr 12, ERATO Doi 551, expressed

		2		Nrl		52696		0		0		0		0.9		0.655		2		0.777		Zwint		ZW10 interactor				nucleus

		2		Rho		52696		0.675		0		0		0		0.706		2		0.691		Zwint		ZW10 interactor				nucleus

		2		Rho		52822		0		0		0.7		0.8		0.651		3		0.717		Rufy3		RUN and FYVE domain containing 3				biological process unknown///cellular component unknown///protein binding

		2		Nrl		52822		0		0		0		0.7		0.682		2		0.691		Rufy3		RUN and FYVE domain containing 3				biological process unknown///cellular component unknown///protein binding

		2		Nrl		52840		0		0.905		0.7		0.9		0		3		0.835		D2Bwg0891e		DNA segment, Chr 2, Brigham & Women's Genetics 0891 expressed				cytoplasm///protein binding

		2		Crx		52840		0		0.81		0.667		0		0		2		0.738		D2Bwg0891e		DNA segment, Chr 2, Brigham & Women's Genetics 0891 expressed				cytoplasm///protein binding

		2		Neurod1		52858		0.799		0		0.7		0		0		2		0.749		Cdipt		CDP-diacylglycerol--inositol 3-phosphatidyltransferase (phosphatidylinositol synthase)		Phosphatidylinositol signaling system///Glycerophospholipid metabolism		CDP-diacylglycerol-inositol 3-phosphatidyltransferase activity///endoplasmic reticulum///integral to membrane///manganese ion binding///membrane///phospholipid biosynthesis///transferase activity

		2		Nrl		52858		0		0.905		0		0.9		0.655		3		0.82		Cdipt		CDP-diacylglycerol--inositol 3-phosphatidyltransferase (phosphatidylinositol synthase)		Phosphatidylinositol signaling system///Glycerophospholipid metabolism		CDP-diacylglycerol-inositol 3-phosphatidyltransferase activity///endoplasmic reticulum///integral to membrane///manganese ion binding///membrane///phospholipid biosynthesis///transferase activity

		2		Nrl		53376		0		0.81		0		0		0.782		2		0.796		Usp2		ubiquitin specific peptidase 2				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		2		Rho		53376		0		0		0.7		0.9		0.843		3		0.814		Usp2		ubiquitin specific peptidase 2				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism

		2		Nrl		53416		0		0		0.9		0.8		0		2		0.85		Stk39		serine/threonine kinase 39, STE20/SPS1 homolog (yeast)				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Rho		53416		0		0		1		0.7		0.661		3		0.787		Stk39		serine/threonine kinase 39, STE20/SPS1 homolog (yeast)				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Crx		53424		0		0		0.821		0.7		0		2		0.76		Tsnax		translin-associated factor X				DNA binding///cytoplasm///nucleus///protein binding///protein transporter activity

		2		Rho		53424		0		0		0.7		0		0.692		2		0.696		Tsnax		translin-associated factor X				DNA binding///cytoplasm///nucleus///protein binding///protein transporter activity

		2		Rb1		53619		0		0		0.9		0		0.755		2		0.827		Blcap		bladder cancer associated protein homolog (human)				integral to membrane///membrane

		2		Crx		53619		0		0		0.718		0.9		0		2		0.809		Blcap		bladder cancer associated protein homolog (human)				integral to membrane///membrane

		2		Chx10		54124		0		0		0		0.8		0.879		2		0.84		Cks1b		CDC28 protein kinase 1b				cell cycle///cell division///cyclin-dependent protein kinase regulator activity///kinase activity

		2		Rb1		54124		0		0.833		0		0		0.7		2		0.767		Cks1b		CDC28 protein kinase 1b				cell cycle///cell division///cyclin-dependent protein kinase regulator activity///kinase activity

		2		Nrl		54195		0		0.81		0.8		0		0		2		0.805		Gucy1b3		guanylate cyclase 1, soluble, beta 3		Long-term depression///Purine metabolism///Gap junction		cGMP biosynthesis///circulation///cyclic nucleotide biosynthesis///cytoplasm///guanylate cyclase activity///guanylate cyclase complex, soluble///heme binding///intracellular signaling cascade///iron ion binding///lyase activity///metal ion binding///nitric oxide mediated signal transduction///phosphorus-oxygen lyase activity///receptor activity

		2		Rho		54195		0		0		0.9		1		0		2		0.95		Gucy1b3		guanylate cyclase 1, soluble, beta 3		Long-term depression///Purine metabolism///Gap junction		cGMP biosynthesis///circulation///cyclic nucleotide biosynthesis///cytoplasm///guanylate cyclase activity///guanylate cyclase complex, soluble///heme binding///intracellular signaling cascade///iron ion binding///lyase activity///metal ion binding///nitric oxide mediated signal transduction///phosphorus-oxygen lyase activity///receptor activity

		2		Rho		54354		0		0		0.872		0.9		0		2		0.886		Rassf5		Ras association (RalGDS/AF-6) domain family 5		Leukocyte transendothelial migration		cellular component unknown///intracellular signaling cascade///neuropeptide signaling pathway///protein binding

		2		Nrl		54354		0		0.881		0.975		0		0		2		0.928		Rassf5		Ras association (RalGDS/AF-6) domain family 5		Leukocyte transendothelial migration		cellular component unknown///intracellular signaling cascade///neuropeptide signaling pathway///protein binding

		2		Rho		54371		0		0		0		0.9		0.847		2		0.874		Chst2		carbohydrate sulfotransferase 2		Keratan sulfate biosynthesis		Golgi stack///N-acetylglucosamine metabolism///carbohydrate metabolism///extracellular space///inflammatory response///integral to membrane///membrane///sulfotransferase activity///transferase activity

		2		Nrl		54371		0		0.786		0		0		0.773		2		0.779		Chst2		carbohydrate sulfotransferase 2		Keratan sulfate biosynthesis		Golgi stack///N-acetylglucosamine metabolism///carbohydrate metabolism///extracellular space///inflammatory response///integral to membrane///membrane///sulfotransferase activity///transferase activity

		2		Nrl		54384		0		0.857		0.8		0		0		2		0.829		Mtmr7		myotubularin related protein 7		Aminosugars metabolism///Vitamin B6 metabolism///Riboflavin metabolism///Thiamine metabolism///Nicotinate and nicotinamide metabolism///Fructose and mannose metabolism		actin binding///cytosol///hydrolase activity///inositol or phosphatidylinositol phosphatase activity///membrane fraction///phospholipid dephosphorylation///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein binding

		2		Rho		54384		0		0		0.9		0.9		0		2		0.9		Mtmr7		myotubularin related protein 7		Aminosugars metabolism///Vitamin B6 metabolism///Riboflavin metabolism///Thiamine metabolism///Nicotinate and nicotinamide metabolism///Fructose and mannose metabolism		actin binding///cytosol///hydrolase activity///inositol or phosphatidylinositol phosphatase activity///membrane fraction///phospholipid dephosphorylation///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein binding

		2		Crx		54393		0.762		0		0.763		0		0		2		0.763		Gabbr1		gamma-aminobutyric acid (GABA-B) receptor, 1		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///GABA-B receptor activity///cytoplasm///integral to membrane///membrane///metabotropic glutamate, GABA-B-like receptor activity///postsynaptic membrane///protein binding///receptor activity///signal transducer activity///signal transduction

		2		Nrl		54393		0.762		0		0		0.8		0		2		0.781		Gabbr1		gamma-aminobutyric acid (GABA-B) receptor, 1		Neuroactive ligand-receptor interaction		G-protein coupled receptor activity///G-protein coupled receptor protein signaling pathway///GABA-B receptor activity///cytoplasm///integral to membrane///membrane///metabotropic glutamate, GABA-B-like receptor activity///postsynaptic membrane///protein binding///receptor activity///signal transducer activity///signal transduction

		2		Nrl		54394		0		0.833		0.7		0.7		0		3		0.744		Crlf3		cytokine receptor-like factor 3				receptor activity

		2		Rho		54394		0		0		0.9		0.8		0		2		0.85		Crlf3		cytokine receptor-like factor 3				receptor activity

		2		Nrl		54446		0		0		1		0		0.764		2		0.882		Nfat5		nuclear factor of activated T-cells 5		Natural killer cell mediated cytotoxicity///Axon guidance///T cell receptor signaling pathway///Wnt signaling pathway///B cell receptor signaling pathway		DNA binding///cytokine production///cytoplasm///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription, DNA-dependent

		2		Rho		54446		0		0		0.9		0		0.692		2		0.796		Nfat5		nuclear factor of activated T-cells 5		Natural killer cell mediated cytotoxicity///Axon guidance///T cell receptor signaling pathway///Wnt signaling pathway///B cell receptor signaling pathway		DNA binding///cytokine production///cytoplasm///nucleus///positive regulation of transcription from RNA polymerase II promoter///protein binding///regulation of transcription///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription, DNA-dependent

		2		Rb1		54636		0		0		0.7		1		0		2		0.85		Wdr45		WD repeat domain 45

		2		Neurod1		54636		0		0.738		0		0.9		0		2		0.819		Wdr45		WD repeat domain 45

		2		Rho		54637		0.701		0		0.7		1		0		3		0.8		Praf2		PRA1 domain family 2				integral to membrane///membrane

		2		Crx		54637		0		0.881		0.821		0		0		2		0.851		Praf2		PRA1 domain family 2				integral to membrane///membrane

		2		Crx		54720		0		0.898		0.821		0		0		2		0.86		Dscr1		Down syndrome critical region homolog 1 (human)				calcium-mediated signaling///cytoplasm///nucleotide binding///nucleus

		2		Nrl		54720		0		0.755		0		0.7		0		2		0.727		Dscr1		Down syndrome critical region homolog 1 (human)				calcium-mediated signaling///cytoplasm///nucleotide binding///nucleus

		2		Crx		55935		0		0.738		0.975		0		0		2		0.856		Fnbp4		formin binding protein 4				protein binding

		2		Rho		55935		0		0		0.7		0		0.843		2		0.771		Fnbp4		formin binding protein 4				protein binding

		2		Rho		55978		0		0		0.7		0		0.77		2		0.735		Ift20		intraflagellar transport 20 homolog (Chlamydomonas)				centriole///flagellum

		2		Nrl		55978		0		0		0.9		0		0.773		2		0.836		Ift20		intraflagellar transport 20 homolog (Chlamydomonas)				centriole///flagellum

		2		Nrl		55988		0		0.881		0		0		0.884		2		0.882		Snx12		sorting nexin 12				intracellular signaling cascade///phosphoinositide binding///protein binding///protein transport///transport

		2		Crx		55988		0		0.786		0.975		0		0		2		0.88		Snx12		sorting nexin 12				intracellular signaling cascade///phosphoinositide binding///protein binding///protein transport///transport

		2		Neurod1		56030		0		0		0.7		0.7		0		2		0.7		D1Bwg0491e		DNA segment, Chr 1, Brigham & Women's Genetics 0491 expressed				integral to membrane

		2		Rb1		56030		0		0		0.9		0.9		0		2		0.9		D1Bwg0491e		DNA segment, Chr 1, Brigham & Women's Genetics 0491 expressed				integral to membrane

		2		Rho		56089		0		0		0.821		0.7		0		2		0.76		Ramp3		receptor (calcitonin) activity modifying protein 3				G-protein coupled receptor protein signaling pathway///coreceptor, soluble ligand activity///extracellular space///integral to membrane///intracellular protein transport///membrane///protein transporter activity///receptor activity///regulation of G-protein coupled receptor protein signaling pathway///transport

		2		Nrl		56089		0		0		0.667		0.8		0		2		0.733		Ramp3		receptor (calcitonin) activity modifying protein 3				G-protein coupled receptor protein signaling pathway///coreceptor, soluble ligand activity///extracellular space///integral to membrane///intracellular protein transport///membrane///protein transporter activity///receptor activity///regulation of G-protein coupled receptor protein signaling pathway///transport

		2		Crx		56200		0		0		0.872		0.7		0		2		0.786		Ddx21		DEAD (Asp-Glu-Ala-Asp) box polypeptide 21				ATP binding///ATP-dependent helicase activity///RNA binding///RNA helicase activity///helicase activity///hydrolase activity///nucleic acid binding///nucleolus///nucleotide binding///nucleus

		2		Rb1		56200		0		0.855		0.7		0		0		2		0.778		Ddx21		DEAD (Asp-Glu-Ala-Asp) box polypeptide 21				ATP binding///ATP-dependent helicase activity///RNA binding///RNA helicase activity///helicase activity///hydrolase activity///nucleic acid binding///nucleolus///nucleotide binding///nucleus

		2		Neurod1		56258		0		0		0.7		0.7		0		2		0.7		Hnrph2		heterogeneous nuclear ribonucleoprotein H2

		2		Rb1		56258		0		0		0.9		0.9		0		2		0.9		Hnrph2		heterogeneous nuclear ribonucleoprotein H2

		2		Nrl		56291		0		0		0.7		0.7		0		2		0.7		Styx		phosphoserine/threonine/tyrosine interaction protein				cytoplasm///hydrolase activity///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein binding///protein tyrosine/serine/threonine phosphatase activity///spermatogenesis

		2		Rho		56291		0		0		0.9		0.8		0		2		0.85		Styx		phosphoserine/threonine/tyrosine interaction protein				cytoplasm///hydrolase activity///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein binding///protein tyrosine/serine/threonine phosphatase activity///spermatogenesis

		2		Rb1		56347		0		0.719		0.9		0		0.827		3		0.815		Eif3s8		eukaryotic translation initiation factor 3, subunit 8				eukaryotic translation initiation factor 3 complex///ribosome binding///translation initiation factor activity///translational initiation

		2		Chx10		56347		0		0.886		0		0.9		0		2		0.893		Eif3s8		eukaryotic translation initiation factor 3, subunit 8				eukaryotic translation initiation factor 3 complex///ribosome binding///translation initiation factor activity///translational initiation

		2		Chx10		56354		0		0		0		1		0.665		2		0.833		Dnajc7		DnaJ (Hsp40) homolog, subfamily C, member 7				binding///heat shock protein binding///protein binding///protein folding///unfolded protein binding

		2		Crx		56354		0		0		0.975		1		0		2		0.987		Dnajc7		DnaJ (Hsp40) homolog, subfamily C, member 7				binding///heat shock protein binding///protein binding///protein folding///unfolded protein binding

		2		Nrl		56357		0		0.881		0		0.9		0.673		3		0.818		Ivd		isovaleryl coenzyme A dehydrogenase		Valine, leucine and isoleucine degradation		acyl-CoA dehydrogenase activity///electron transport///isovaleryl-CoA dehydrogenase activity///mitochondrion///mitochondrion///oxidoreductase activity

		2		Crx		56357		0		0.881		0.975		0		0		2		0.928		Ivd		isovaleryl coenzyme A dehydrogenase		Valine, leucine and isoleucine degradation		acyl-CoA dehydrogenase activity///electron transport///isovaleryl-CoA dehydrogenase activity///mitochondrion///mitochondrion///oxidoreductase activity

		2		Crx		56374		0.849		0.826		0		0		0		2		0.838		Tmem59		transmembrane protein 59				integral to membrane///membrane

		2		Nrl		56374		0.798		0.683		0		0		0		2		0.74		Tmem59		transmembrane protein 59				integral to membrane///membrane

		2		Rho		56389		0		0		0.7		0		0.702		2		0.701		Stx5a		syntaxin 5A		SNARE interactions in vesicular transport		Golgi apparatus///Golgi membrane///Golgi stack///integral to membrane///intracellular protein transport///membrane///protein transporter activity///transport///vesicle-mediated transport

		2		Crx		56389		0		0		0.821		0.9		0		2		0.86		Stx5a		syntaxin 5A		SNARE interactions in vesicular transport		Golgi apparatus///Golgi membrane///Golgi stack///integral to membrane///intracellular protein transport///membrane///protein transporter activity///transport///vesicle-mediated transport

		2		Nrl		56421		0		0.81		0		0		0.982		2		0.896		Pfkp		phosphofructokinase, platelet		Glycolysis / Gluconeogenesis///Fructose and mannose metabolism///Insulin signaling pathway///Galactose metabolism///Pentose phosphate pathway		6-phosphofructokinase activity///6-phosphofructokinase complex///ATP binding///catalytic activity///cytoplasm///glycolysis///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///transferase activity

		2		Rho		56421		0		0		0.7		0.9		0.961		3		0.854		Pfkp		phosphofructokinase, platelet		Glycolysis / Gluconeogenesis///Fructose and mannose metabolism///Insulin signaling pathway///Galactose metabolism///Pentose phosphate pathway		6-phosphofructokinase activity///6-phosphofructokinase complex///ATP binding///catalytic activity///cytoplasm///glycolysis///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///transferase activity

		2		Nrl		56430		0		0.786		0		0		0.891		2		0.838		Rsn		restin (Reed-Steinberg cell-expressed intermediate filament-associated protein)				biological process unknown///cytoplasmic microtubule///intermediate filament///microtubule binding///protein binding

		2		Rho		56430		0		0		0.7		0		0.884		2		0.792		Rsn		restin (Reed-Steinberg cell-expressed intermediate filament-associated protein)				biological process unknown///cytoplasmic microtubule///intermediate filament///microtubule binding///protein binding

		2		Crx		56438		0		0		0.667		0.9		0		2		0.783		Rbx1		ring-box 1		Wnt signaling pathway///Cell cycle///TGF-beta signaling pathway		SCF ubiquitin ligase complex///metal ion binding///nucleus///protein binding///protein catabolism///protein ubiquitination///ubiquitin cycle///zinc ion binding

		2		Chx10		56438		0.748		0		0		0.9		0		2		0.824		Rbx1		ring-box 1		Wnt signaling pathway///Cell cycle///TGF-beta signaling pathway		SCF ubiquitin ligase complex///metal ion binding///nucleus///protein binding///protein catabolism///protein ubiquitination///ubiquitin cycle///zinc ion binding

		2		Crx		56469		0		0.69		0.975		0		0		2		0.833		Pias1		protein inhibitor of activated STAT 1		Jak-STAT signaling pathway		DNA binding///JAK-STAT cascade///cellular component unknown///metal ion binding///nucleus///regulation of transcription, DNA-dependent///transcription///transcription corepressor activity///ubiquitin cycle///zinc ion binding

		2		Nrl		56469		0		0.881		0		0.7		0		2		0.79		Pias1		protein inhibitor of activated STAT 1		Jak-STAT signaling pathway		DNA binding///JAK-STAT cascade///cellular component unknown///metal ion binding///nucleus///regulation of transcription, DNA-dependent///transcription///transcription corepressor activity///ubiquitin cycle///zinc ion binding

		2		Rho		56613		0		0		0		0.7		0.743		2		0.721		Rps6ka4		ribosomal protein S6 kinase, polypeptide 4		MAPK signaling pathway		ATP binding///catalytic activity///kinase activity///metallopeptidase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///proteolysis///transferase activity///zinc ion binding

		2		Nrl		56613		0		0.857		0		0.8		0.855		3		0.837		Rps6ka4		ribosomal protein S6 kinase, polypeptide 4		MAPK signaling pathway		ATP binding///catalytic activity///kinase activity///metallopeptidase activity///nucleotide binding///nucleus///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///proteolysis///transferase activity///zinc ion binding

		2		Crx		56716		0		0.714		0		0.7		0		2		0.707								biological process unknown///cellular component unknown///molecular function unknown

		2		Chx10		56716		0		0		0.7		0.7		0		2		0.7								biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		56717		0		0.85		0.667		0		0		2		0.759		Frap1		FK506 binding protein 12-rapamycin associated protein 1		Adipocytokine signaling pathway///Type II diabetes mellitus///Insulin signaling pathway		binding///germ cell development///kinase activity///peptidyl-threonine phosphorylation///phosphotransferase activity, alcohol group as acceptor///protein serine/threonine kinase activity///transferase activity

		2		Rho		56717		0		0		0.821		0.9		0		2		0.86		Frap1		FK506 binding protein 12-rapamycin associated protein 1		Adipocytokine signaling pathway///Type II diabetes mellitus///Insulin signaling pathway		binding///germ cell development///kinase activity///peptidyl-threonine phosphorylation///phosphotransferase activity, alcohol group as acceptor///protein serine/threonine kinase activity///transferase activity

		2		Nrl		56736		0		0.667		0		0.8		0		2		0.733		Rnf14		ring finger protein 14				ligase activity///metal ion binding///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///ubiquitin cycle///zinc ion binding

		2		Crx		56736		0		0.905		0.821		0		0		2		0.863		Rnf14		ring finger protein 14				ligase activity///metal ion binding///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///ubiquitin cycle///zinc ion binding

		2		Rho		56873		0		0		0.9		0		0.774		2		0.837		Lmbr1		limb region 1				embryonic digit morphogenesis///embryonic forelimb morphogenesis///embryonic hindlimb morphogenesis///integral to membrane///membrane///receptor activity

		2		Nrl		56873		0		0.69		0.7		0.7		0.736		4		0.707		Lmbr1		limb region 1				embryonic digit morphogenesis///embryonic forelimb morphogenesis///embryonic hindlimb morphogenesis///integral to membrane///membrane///receptor activity

		2		Rho		57317		0		0		0.667		0		0.913		2		0.79		Sfrs4		splicing factor, arginine/serine-rich 4 (SRp75)				RNA binding///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus

		2		Nrl		57317		0		0.81		0		0		0.897		2		0.854		Sfrs4		splicing factor, arginine/serine-rich 4 (SRp75)				RNA binding///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus

		2		Nrl		57776		0		0		0.7		0		0.955		2		0.827		Ttyh1		tweety homolog 1 (Drosophila)

		2		Nr2e3		57776		0		0		0.7		0		0.718		2		0.709		Ttyh1		tweety homolog 1 (Drosophila)

		2		Nrl		57874		0.734		0.786		0		0		0		2		0.76		Ptplad1		protein tyrosine phosphatase-like A domain containing 1				I-kappaB kinase/NF-kappaB cascade///JNK cascade///Rho protein signal transduction///integral to membrane///protein binding

		2		Crx		57874		0.669		0.738		0		0		0		2		0.703		Ptplad1		protein tyrosine phosphatase-like A domain containing 1				I-kappaB kinase/NF-kappaB cascade///JNK cascade///Rho protein signal transduction///integral to membrane///protein binding

		2		Nrl		58243		0.834		0		0.7		0		0		2		0.767		Nap1l5		nucleosome assembly protein 1-like 5

		2		Crx		58243		0.856		0		0.667		0		0		2		0.761		Nap1l5		nucleosome assembly protein 1-like 5

		2		Chx10		58521		0.671		0		0		0.9		0		2		0.785		Cri1		CREBBP/EP300 inhibitory protein 1				negative regulation of transcription from RNA polymerase II promoter///nucleus///specific transcriptional repressor activity

		2		Crx		58521		0		0.667		0		0.9		0		2		0.783		Cri1		CREBBP/EP300 inhibitory protein 1				negative regulation of transcription from RNA polymerase II promoter///nucleus///specific transcriptional repressor activity

		2		Crx		58875		0		0.762		0.667		0		0		2		0.714		Hibadh		3-hydroxyisobutyrate dehydrogenase		Valine, leucine and isoleucine degradation		3-hydroxyisobutyrate dehydrogenase activity///NAD binding///mitochondrion///mitochondrion///oxidoreductase activity///pentose-phosphate shunt///phosphogluconate dehydrogenase (decarboxylating) activity///valine metabolism

		2		Rho		58875		0		0		0.7		0.9		0		2		0.8		Hibadh		3-hydroxyisobutyrate dehydrogenase		Valine, leucine and isoleucine degradation		3-hydroxyisobutyrate dehydrogenase activity///NAD binding///mitochondrion///mitochondrion///oxidoreductase activity///pentose-phosphate shunt///phosphogluconate dehydrogenase (decarboxylating) activity///valine metabolism

		2		Rho		59033		0		0		0.7		0		0.752		2		0.726		Slc4a8		solute carrier family 4 (anion exchanger), member 8				anion transport///inorganic anion exchanger activity///membrane

		2		Nrl		59033		0		0		0.9		0		0.7		2		0.8		Slc4a8		solute carrier family 4 (anion exchanger), member 8				anion transport///inorganic anion exchanger activity///membrane

		2		Nrl		59049		0		0.833		0		0.8		0.891		3		0.841		Slc22a17		solute carrier family 22 (organic cation transporter), member 17				ATP binding///extracellular space///integral to membrane///membrane///tRNA aminoacylation for protein translation///tRNA ligase activity///transport///transporter activity

		2		Rho		59049		0		0		0		0.7		0.879		2		0.79		Slc22a17		solute carrier family 22 (organic cation transporter), member 17				ATP binding///extracellular space///integral to membrane///membrane///tRNA aminoacylation for protein translation///tRNA ligase activity///transport///transporter activity

		2		Neurod1		59052		0		0		1		0.9		0		2		0.95		0610012D09Rik		RIKEN cDNA 0610012D09 gene				biological process unknown///cellular component unknown///molecular function unknown

		2		Rb1		59052		0		0.833		0		0.7		0		2		0.767		0610012D09Rik		RIKEN cDNA 0610012D09 gene				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		59093		0.737		0		0		0		0.718		2		0.727		Pcbp3		poly(rC) binding protein 3				DNA binding///RNA binding///nucleic acid binding///ribonucleoprotein complex

		2		Crx		59093		0.724		0		0.821		0		0		2		0.772		Pcbp3		poly(rC) binding protein 3				DNA binding///RNA binding///nucleic acid binding///ribonucleoprotein complex

		2		Crx		60365		0		0		0.718		1		0		2		0.859		Rbm8a		RNA binding motif protein 8a				RNA binding///RNA processing///cytoplasm///mRNA binding///mRNA catabolism, nonsense-mediated decay///mRNA export from nucleus///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus///transport

		2		Rb1		60365		0		0.857		0.9		0		0		2		0.879		Rbm8a		RNA binding motif protein 8a				RNA binding///RNA processing///cytoplasm///mRNA binding///mRNA catabolism, nonsense-mediated decay///mRNA export from nucleus///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus///transport

		2		Nrl		64051		0.816		0		0.8		0		0		2		0.808		Sv2a		synaptic vesicle glycoprotein 2 a		ECM-receptor interaction		calcium ion homeostasis///integral to membrane///membrane///synaptic transmission///synaptic vesicle///transport

		2		Rho		64051		0.86		0		0.9		0		0		2		0.88		Sv2a		synaptic vesicle glycoprotein 2 a		ECM-receptor interaction		calcium ion homeostasis///integral to membrane///membrane///synaptic transmission///synaptic vesicle///transport

		2		Nrl		64294		0		0.833		0		0.8		0.936		3		0.857		Itm2c		integral membrane protein 2C				ATP binding///biological process unknown///integral to membrane///membrane///membrane fraction

		2		Rho		64294		0		0		0.7		0.7		0.879		3		0.76		Itm2c		integral membrane protein 2C				ATP binding///biological process unknown///integral to membrane///membrane///membrane fraction

		2		Crx		64657		0		0.85		0.821		0.7		0		3		0.79		Mrps10		mitochondrial ribosomal protein S10				intracellular///mitochondrial small ribosomal subunit///mitochondrion///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		2		Chx10		64657		0		0		0		0.7		0.651		2		0.676		Mrps10		mitochondrial ribosomal protein S10				intracellular///mitochondrial small ribosomal subunit///mitochondrion///protein biosynthesis///ribonucleoprotein complex///ribosome///structural constituent of ribosome

		2		Rho		65106		0		0		0		0.7		0.793		2		0.746		Arl6ip5		ADP-ribosylation factor-like 6 interacting protein 5				L-glutamate transport///L-glutamate transport///endoplasmic reticulum///integral to membrane///membrane///protein binding

		2		Nrl		65106		0		0		0		0.8		0.845		2		0.823		Arl6ip5		ADP-ribosylation factor-like 6 interacting protein 5				L-glutamate transport///L-glutamate transport///endoplasmic reticulum///integral to membrane///membrane///protein binding

		2		Rho		65113		0.759		0		0		0.9		0		2		0.829		Ndfip1		Nedd4 family interacting protein 1				Golgi stack///biological process unknown///integral to membrane///membrane///protein binding

		2		Chx10		65113		0		0		0.7		0		0.811		2		0.755		Ndfip1		Nedd4 family interacting protein 1				Golgi stack///biological process unknown///integral to membrane///membrane///protein binding

		2		Rho		65945		0.877		0		0		0		0.884		2		0.88		Clstn1		calsyntenin 1				calcium ion binding///calcium ion homeostasis///cell adhesion///homophilic cell adhesion///integral to membrane///membrane///postsynaptic membrane///protein binding

		2		Nrl		65945		0.884		0		0		0		0.918		2		0.901		Clstn1		calsyntenin 1				calcium ion binding///calcium ion homeostasis///cell adhesion///homophilic cell adhesion///integral to membrane///membrane///postsynaptic membrane///protein binding

		2		Crx		66047		0		0.857		0		0.9		0		2		0.879		Mrpl54		mitochondrial ribosomal protein L54				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		66047		0		0.857		0		0		0.845		2		0.851		Mrpl54		mitochondrial ribosomal protein L54				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		66060		0		0		0.872		0.9		0		2		0.886		0610010O12Rik		RIKEN cDNA 0610010O12 gene				nucleus

		2		Nrl		66060		0		0.762		0.872		0		0		2		0.817		0610010O12Rik		RIKEN cDNA 0610010O12 gene				nucleus

		2		Rb1		66074		0		0.81		0		0		0.655		2		0.732		0610041E09Rik		RIKEN cDNA 0610041E09 gene

		2		Neurod1		66074		0		0.69		0.8		0		0		2		0.745		0610041E09Rik		RIKEN cDNA 0610041E09 gene

		2		Rb1		66098		0		0.675		0.9		0		0		2		0.787		Chchd6		coiled-coil-helix-coiled-coil-helix domain containing 6				biological process unknown///cellular component unknown///molecular function unknown

		2		Neurod1		66098		0		0.735		0.7		0		0		2		0.717		Chchd6		coiled-coil-helix-coiled-coil-helix domain containing 6				biological process unknown///cellular component unknown///molecular function unknown

		2		Chx10		66108		0		0		0		0.9		0.715		2		0.808		Ndufa9		NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9		Oxidative phosphorylation		NAD binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///catalytic activity///extracellular space///mitochondrial inner membrane///mitochondrion///nucleotide-sugar metabolism///oxidoreductase activity

		2		Crx		66108		0		0		0.975		0.9		0		2		0.937		Ndufa9		NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9		Oxidative phosphorylation		NAD binding///NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///catalytic activity///extracellular space///mitochondrial inner membrane///mitochondrion///nucleotide-sugar metabolism///oxidoreductase activity

		2		Rho		66111		0		0		0		0.8		0.92		2		0.86		Tmed3		transmembrane emp24 domain containing 3				Golgi stack///integral to membrane///intracellular protein transport///membrane///protein carrier activity///protein transport///transport

		2		Nrl		66111		0		0.714		0		0.7		0.855		3		0.756		Tmed3		transmembrane emp24 domain containing 3				Golgi stack///integral to membrane///intracellular protein transport///membrane///protein carrier activity///protein transport///transport

		2		Rb1		66118		0		0.714		0.8		0		0		2		0.757		1110005A23Rik		RIKEN cDNA 1110005A23 gene				DNA binding///nucleus///regulation of protein biosynthesis///regulation of transcription, DNA-dependent///regulation of translation///transcription

		2		Crx		66118		0		0		0.821		0.8		0		2		0.81		1110005A23Rik		RIKEN cDNA 1110005A23 gene				DNA binding///nucleus///regulation of protein biosynthesis///regulation of transcription, DNA-dependent///regulation of translation///transcription

		2		Nrl		66129		0		0		0.872		0		0.809		2		0.841		1110018J18Rik		RIKEN cDNA 1110018J18 gene

		2		Rho		66129		0		0		0.975		0		0.897		2		0.936		1110018J18Rik		RIKEN cDNA 1110018J18 gene

		2		Nrl		66167		0.857		0		0.7		0		0		2		0.778		Ccdc72		coiled-coil domain containing 72

		2		Nr2e3		66167		0.788		0		0.7		0		0		2		0.744		Ccdc72		coiled-coil domain containing 72

		2		Crx		66236		0.83		0		0.667		0		0		2		0.748		1500011B03Rik		RIKEN cDNA 1500011B03 gene

		2		Nrl		66236		0.765		0		0.9		0		0		2		0.833		1500011B03Rik		RIKEN cDNA 1500011B03 gene

		2		Neurod1		66271		0		0.833		0.7		0		0		2		0.767		1810020E01Rik		RIKEN cDNA 1810020E01 gene				integral to membrane

		2		Rb1		66271		0		0.714		0.9		0		0		2		0.807		1810020E01Rik		RIKEN cDNA 1810020E01 gene				integral to membrane

		2		Nrl		66335		0		0		0		0.7		0.864		2		0.782		Atp6v1c1		\ATPase, H+ transporting, lysosomal V1 subunit C1		Oxidative phosphorylation///ATP synthesis		ATP binding///ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///ion transport///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport

		2		Rho		66335		0		0		0.667		0.8		0.925		3		0.797		Atp6v1c1		\ATPase, H+ transporting, lysosomal V1 subunit C1		Oxidative phosphorylation///ATP synthesis		ATP binding///ATP biosynthesis///ATP synthesis coupled proton transport///hydrogen ion transporter activity///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///ion transport///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport

		2		Chx10		66445		0		0		0.7		0		0.802		2		0.751		Cyc1		cytochrome c-1		Oxidative phosphorylation		electron transport///electron transporter activity///heme binding///integral to membrane///iron ion binding///membrane///metal ion binding///mitochondrial electron transport chain///mitochondrial inner membrane///mitochondrion///mitochondrion///oxidative phosphorylation///transport

		2		Neurod1		66445		0		0.786		0.8		0		0		2		0.793		Cyc1		cytochrome c-1		Oxidative phosphorylation		electron transport///electron transporter activity///heme binding///integral to membrane///iron ion binding///membrane///metal ion binding///mitochondrial electron transport chain///mitochondrial inner membrane///mitochondrion///mitochondrion///oxidative phosphorylation///transport

		2		Crx		66471		0		0.738		0.821		0		0		2		0.779		Anp32e		acidic (leucine-rich) nuclear phosphoprotein 32 family, member E				biological process unknown///cytoplasm///cytoplasmic membrane-bound vesicle///nucleus///phosphatase inhibitor activity

		2		Nrl		66471		0		0.738		0.8		0.9		0		3		0.813		Anp32e		acidic (leucine-rich) nuclear phosphoprotein 32 family, member E				biological process unknown///cytoplasm///cytoplasmic membrane-bound vesicle///nucleus///phosphatase inhibitor activity

		2		Crx		66540		0		0.905		0.821		0		0		2		0.863		3110001A13Rik		RIKEN cDNA 3110001A13 gene				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		66540		0		0		0.7		0.9		0		2		0.8		3110001A13Rik		RIKEN cDNA 3110001A13 gene				biological process unknown///cellular component unknown///molecular function unknown

		2		Neurod1		66622		0		0		0.7		0.7		0		2		0.7		5730410I19Rik		RIKEN cDNA 5730410I19 gene				DNA integration///integrase activity///metal ion binding///ubiquitin cycle///ubiquitin-protein ligase activity///zinc ion binding

		2		Rb1		66622		0		0.79		0.9		0.9		0		3		0.863		5730410I19Rik		RIKEN cDNA 5730410I19 gene				DNA integration///integrase activity///metal ion binding///ubiquitin cycle///ubiquitin-protein ligase activity///zinc ion binding

		2		Crx		66631		0		0.81		0.821		0		0		2		0.815		Hiatl1		hippocampus abundant transcript-like 1				integral to membrane///membrane///transport

		2		Rho		66631		0		0		0.7		0.9		0		2		0.8		Hiatl1		hippocampus abundant transcript-like 1				integral to membrane///membrane///transport

		2		Chx10		66648		0		0		0.9		0.9		0		2		0.9		5730494M16Rik		RIKEN cDNA 5730494M16 gene				biological process unknown///cellular component unknown///molecular function unknown

		2		Crx		66648		0		0.719		0		0.9		0		2		0.809		5730494M16Rik		RIKEN cDNA 5730494M16 gene				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		66834		0		0		0		0.8		0.929		2		0.865		Them2		thioesterase superfamily member 2				catalytic activity///hydrolase activity///mitochondrion

		2		Nrl		66834		0		0		0		0.7		0.909		2		0.805		Them2		thioesterase superfamily member 2				catalytic activity///hydrolase activity///mitochondrion

		2		Rb1		66914		0		0		0.9		0		0.9		2		0.9		Vps28		vacuolar protein sorting 28 (yeast)				cytosol///endosome///protein binding///protein binding///protein transport///transport

		2		Rho		66914		0		0		0		1		0.811		2		0.905		Vps28		vacuolar protein sorting 28 (yeast)				cytosol///endosome///protein binding///protein binding///protein transport///transport

		2		Chx10		66921		0.798		0		0		0.8		0		2		0.799		Prpf38b		PRP38 pre-mRNA processing factor 38 (yeast) domain containing B

		2		Crx		66921		0		0		0.975		0.8		0		2		0.887		Prpf38b		PRP38 pre-mRNA processing factor 38 (yeast) domain containing B

		2		Crx		66958		0		0.833		0.975		0		0		2		0.904		Txndc14		thioredoxin domain containing 14				DNA binding///electron transport///electron transporter activity///integral to membrane///nucleus

		2		Nrl		66958		0		0.976		0		0.9		0		2		0.938		Txndc14		thioredoxin domain containing 14				DNA binding///electron transport///electron transporter activity///integral to membrane///nucleus

		2		Rho		66967		0		0		0.7		0.9		0		2		0.8		2310050N11Rik		RIKEN cDNA 2310050N11 gene

		2		Crx		66967		0		0.786		0.821		0		0		2		0.803		2310050N11Rik		RIKEN cDNA 2310050N11 gene

		2		Otx2		66972		0.812		0		0.718		0		0		2		0.765		Slc25a23		solute carrier family 25 (mitochondrial carrier; phosphate carrier), member 23				calcium ion binding///integral to membrane///membrane///transport

		2		Neurod1		66972		0.735		0		0.718		0		0		2		0.726		Slc25a23		solute carrier family 25 (mitochondrial carrier; phosphate carrier), member 23				calcium ion binding///integral to membrane///membrane///transport

		2		Nrl		67102		0		0		0.9		0		0.773		2		0.836		D16Ertd472e		DNA segment, Chr 16, ERATO Doi 472, expressed

		2		Rho		67102		0		0		0.7		0		0.879		2		0.79		D16Ertd472e		DNA segment, Chr 16, ERATO Doi 472, expressed

		2		Rb1		67148		0		0.778		0.9		0		0		2		0.839		2610204K14Rik		RIKEN cDNA 2610204K14 gene

		2		Crx		67148		0		0		0.718		0.8		0		2		0.759		2610204K14Rik		RIKEN cDNA 2610204K14 gene

		2		Neurod1		67201		0		0.69		0.8		0		0		2		0.745		2700085E05Rik		RIKEN cDNA 2700085E05 gene				lactoylglutathione lyase activity///lyase activity///oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen

		2		Chx10		67201		0		0		0.7		0.7		0		2		0.7		2700085E05Rik		RIKEN cDNA 2700085E05 gene				lactoylglutathione lyase activity///lyase activity///oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen

		2		Rb1		67255		0		0.81		0		0.9		0		2		0.855		Zfp422		zinc finger protein 422				DNA binding///development///metal ion binding///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription///zinc ion binding

		2		Neurod1		67255		0		0		0.9		1		0		2		0.95		Zfp422		zinc finger protein 422				DNA binding///development///metal ion binding///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription///zinc ion binding

		2		Rho		67260		0		0		0.9		0		0.651		2		0.776		Lass4		longevity assurance homolog 4 (S. cerevisiae)				DNA binding///ceramide biosynthesis///endoplasmic reticulum///integral to membrane///lipid biosynthesis///membrane///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription factor activity

		2		Nrl		67260		0		0		0.7		0		0.736		2		0.718		Lass4		longevity assurance homolog 4 (S. cerevisiae)				DNA binding///ceramide biosynthesis///endoplasmic reticulum///integral to membrane///lipid biosynthesis///membrane///nucleus///regulation of transcription///regulation of transcription, DNA-dependent///sequence-specific DNA binding///transcription factor activity

		2		Crx		67269		0.684		0		0.821		0		0		2		0.752		Agtpbp1		ATP/GTP binding protein 1				cytoplasm///nucleus

		2		Rho		67269		0		0		0.7		0		0.834		2		0.767		Agtpbp1		ATP/GTP binding protein 1				cytoplasm///nucleus

		2		Rb1		67287		0		0.762		0.7		0		0		2		0.731		Parp6		poly (ADP-ribose) polymerase family, member 6

		2		Neurod1		67287		0		0.714		0		0.7		0		2		0.707		Parp6		poly (ADP-ribose) polymerase family, member 6

		2		Crx		67581		0		0.69		0.684		0		0		2		0.687		Tbc1d23		TBC1 domain family, member 23				biological process unknown///cellular component unknown///molecular function unknown

		2		Rb1		67581		0		0		0.872		0		0.7		2		0.786		Tbc1d23		TBC1 domain family, member 23				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		67604		0		0.714		0.872		0		0		2		0.793		1110007L15Rik		RIKEN cDNA 1110007L15 gene

		2		Crx		67604		0		0.81		0.763		0		0		2		0.786		1110007L15Rik		RIKEN cDNA 1110007L15 gene

		2		Rho		67712		0		0		1		0		0.843		2		0.921		Slc25a37		solute carrier family 25, member 37				binding///integral to membrane///membrane///transport

		2		Nrl		67712		0		0		0.9		0		0.882		2		0.891		Slc25a37		solute carrier family 25, member 37				binding///integral to membrane///membrane///transport

		2		Rho		67792		0		0		0.8		0.9		0		2		0.85		Rgs8		regulator of G-protein signaling 8				G-protein coupled receptor protein signaling pathway///GTPase activator activity///negative regulation of signal transduction///signal transducer activity

		2		Nrl		67792		0		0.69		0.9		0		0		2		0.795		Rgs8		regulator of G-protein signaling 8				G-protein coupled receptor protein signaling pathway///GTPase activator activity///negative regulation of signal transduction///signal transducer activity

		2		Nrl		67808		0		0		0		0.7		0.727		2		0.714		1200015A19Rik		RIKEN cDNA 1200015A19 gene				identical protein binding///protein binding

		2		Rho		67808		0		0		0		0.8		0.733		2		0.767		1200015A19Rik		RIKEN cDNA 1200015A19 gene				identical protein binding///protein binding

		2		Crx		67812		0		0		0.975		0.8		0		2		0.887		Ubxd2		UBX domain containing 2				extracellular space

		2		Chx10		67812		0		0		0		0.8		0.733		2		0.767		Ubxd2		UBX domain containing 2				extracellular space

		2		Nrl		67834		0		0		0.7		0.8		0		2		0.75		Idh3a		isocitrate dehydrogenase 3 (NAD+) alpha		Citrate cycle (TCA cycle)		isocitrate dehydrogenase (NAD+) activity///isocitrate dehydrogenase (NADP+) activity///main pathways of carbohydrate metabolism///metabolism///mitochondrion///oxidoreductase activity///tricarboxylic acid cycle

		2		Rho		67834		0		0		0.9		0.7		0		2		0.8		Idh3a		isocitrate dehydrogenase 3 (NAD+) alpha		Citrate cycle (TCA cycle)		isocitrate dehydrogenase (NAD+) activity///isocitrate dehydrogenase (NADP+) activity///main pathways of carbohydrate metabolism///metabolism///mitochondrion///oxidoreductase activity///tricarboxylic acid cycle

		2		Crx		67838		0		0.838		0.821		0		0		2		0.83		Dnajb11		DnaJ (Hsp40) homolog, subfamily B, member 11				cytoplasm///cytoplasm///endoplasmic reticulum///heat shock protein binding///mRNA editing///mRNA editing///nucleus///nucleus///protein binding///protein binding///protein folding///unfolded protein binding

		2		Nrl		67838		0		0.766		0		1		0		2		0.883		Dnajb11		DnaJ (Hsp40) homolog, subfamily B, member 11				cytoplasm///cytoplasm///endoplasmic reticulum///heat shock protein binding///mRNA editing///mRNA editing///nucleus///nucleus///protein binding///protein binding///protein folding///unfolded protein binding

		2		Crx		67885		0.752		0		0.821		0		0		2		0.787		1500011K16Rik		RIKEN cDNA 1500011K16 gene

		2		Rho		67885		0.728		0		0.7		0		0		2		0.714		1500011K16Rik		RIKEN cDNA 1500011K16 gene

		2		Rb1		67920		0		0.786		0.821		0		0		2		0.803		Rbm13		RNA binding motif protein 13				nucleus

		2		Crx		67920		0		0		0.816		0.7		0		2		0.758		Rbm13		RNA binding motif protein 13				nucleus

		2		Rb1		67922		0		0.762		0.9		0		0		2		0.831		2510049I19Rik		RIKEN cDNA 2510049I19 gene

		2		Crx		67922		0		0		0.718		0.9		0		2		0.809		2510049I19Rik		RIKEN cDNA 2510049I19 gene

		2		Nrl		67937		0		0		0.9		0		0.882		2		0.891		5330410G16Rik		RIKEN cDNA 5330410G16 gene				extracellular space///integral to membrane///membrane

		2		Rho		67937		0.712		0		0.7		0		0.943		3		0.785		5330410G16Rik		RIKEN cDNA 5330410G16 gene				extracellular space///integral to membrane///membrane

		2		Crx		67955		0		0		0.718		0.9		0		2		0.809		Sugt1		SGT1, suppressor of G2 allele of SKP1 (S. cerevisiae)				binding///ubiquitin cycle

		2		Rb1		67955		0		0.762		0.9		0		0		2		0.831		Sugt1		SGT1, suppressor of G2 allele of SKP1 (S. cerevisiae)				binding///ubiquitin cycle

		2		Chx10		67956		0		0.667		0		0.9		0		2		0.783		2410195B05Rik		RIKEN cDNA 2410195B05 gene

		2		Crx		67956		0		0		0.667		0.9		0		2		0.783		2410195B05Rik		RIKEN cDNA 2410195B05 gene

		2		Rho		68024		0		0		0		0.8		0.697		2		0.749		Hist1h2bc		histone 1, H2bc				DNA binding///chromosome///chromosome organization and biogenesis (sensu Eukaryota)///nucleosome///nucleosome assembly///nucleus

		2		Nrl		68024		0		0.762		0		0.7		0.7		3		0.721		Hist1h2bc		histone 1, H2bc				DNA binding///chromosome///chromosome organization and biogenesis (sensu Eukaryota)///nucleosome///nucleosome assembly///nucleus

		2		Neurod1		68059		0		0		0.9		0.9		0		2		0.9		Tm9sf2		transmembrane 9 superfamily member 2				extracellular space///integral to membrane///membrane///transport///transporter activity

		2		Rb1		68059		0		0		0.8		1		0		2		0.9		Tm9sf2		transmembrane 9 superfamily member 2				extracellular space///integral to membrane///membrane///transport///transporter activity

		2		Neurod1		68120		0		0		0.8		1		0		2		0.9		9430080K19Rik		RIKEN cDNA 9430080K19 gene

		2		Rb1		68120		0		0.762		0		0.9		0		2		0.831		9430080K19Rik		RIKEN cDNA 9430080K19 gene

		2		Rho		68142		0		0		0.9		0		0.911		2		0.906		Inoc1		INO80 complex homolog 1 (S. cerevisiae)

		2		Nrl		68142		0		0		1		0		0.873		2		0.936		Inoc1		INO80 complex homolog 1 (S. cerevisiae)

		2		Crx		68147		0		0		0.718		0.8		0		2		0.759		Nola1		nucleolar protein family A, member 1 (H/ACA small nucleolar RNPs)				RNA binding///biological process unknown///dense fibrillar component///nucleus///rRNA binding///rRNA processing///ribonucleoprotein complex///ribosome biogenesis///small nucleolar ribonucleoprotein complex///snoRNA binding

		2		Rb1		68147		0		0.786		0.9		0		0		2		0.843		Nola1		nucleolar protein family A, member 1 (H/ACA small nucleolar RNPs)				RNA binding///biological process unknown///dense fibrillar component///nucleus///rRNA binding///rRNA processing///ribonucleoprotein complex///ribosome biogenesis///small nucleolar ribonucleoprotein complex///snoRNA binding

		2		Crx		68202		0.756		0		0		0.9		0		2		0.828		Ndufa5		NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5		Oxidative phosphorylation		NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron transport///mitochondrial inner membrane///mitochondrion///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH

		2		Neurod1		68202		0.689		0.952		0		0		0		2		0.821		Ndufa5		NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5		Oxidative phosphorylation		NADH dehydrogenase (ubiquinone) activity///NADH dehydrogenase activity///electron transport///mitochondrial inner membrane///mitochondrion///mitochondrion///oxidoreductase activity///oxidoreductase activity, acting on NADH or NADPH

		2		Nrl		68229		0.876		0		0.9		0		0		2		0.888		AI846148		expressed sequence AI846148

		2		Rho		68229		0.781		0		0.8		0		0		2		0.791		AI846148		expressed sequence AI846148

		2		Rho		68275		0		0		0.872		1		0		2		0.936		Rpa1		replication protein A1				DNA replication///chromatin binding///condensed chromosome///meiosis///nucleic acid binding///nucleus///nucleus

		2		Nrl		68275		0		0.81		0.667		0		0		2		0.738		Rpa1		replication protein A1				DNA replication///chromatin binding///condensed chromosome///meiosis///nucleic acid binding///nucleus///nucleus

		2		Rho		68365		0.673		0		0.9		0		0.943		3		0.839		Rab14		RAB14, member RAS oncogene family				GTP binding///membrane///nucleotide binding///protein transport///small GTPase mediated signal transduction///transport

		2		Nrl		68365		0		0		0.7		0		0.909		2		0.805		Rab14		RAB14, member RAS oncogene family				GTP binding///membrane///nucleotide binding///protein transport///small GTPase mediated signal transduction///transport

		2		Crx		68493		0		0		0.821		0.7		0		2		0.76		1110007M04Rik		RIKEN cDNA 1110007M04 gene

		2		Rho		68493		0		0		0.7		0		0.966		2		0.833		1110007M04Rik		RIKEN cDNA 1110007M04 gene

		2		Rb1		68494		0		0		0.7		0		0.691		2		0.695		1110011C06Rik		RIKEN cDNA 1110011C06 gene

		2		Nrl		68494		0.663		0		0		0		0.809		2		0.736		1110011C06Rik		RIKEN cDNA 1110011C06 gene

		2		Crx		68626		0		0		0.816		0.8		0		2		0.808		Elac2		elaC homolog 2 (E. coli)				endonuclease activity///hydrolase activity///metal ion binding///nuclease activity///nucleus///tRNA processing///zinc ion binding

		2		Rb1		68626		0		0		0.821		0		0.682		2		0.751		Elac2		elaC homolog 2 (E. coli)				endonuclease activity///hydrolase activity///metal ion binding///nuclease activity///nucleus///tRNA processing///zinc ion binding

		2		Nrl		68655		0		0.755		0.975		0		0		2		0.865		Fndc1		fibronectin type III domain containing 1		ECM-receptor interaction

		2		Rho		68655		0		0		0.821		0.9		0		2		0.86		Fndc1		fibronectin type III domain containing 1		ECM-receptor interaction

		2		Rb1		68693		0		0		0.9		1		0		2		0.95		Hnrpul2		heterogeneous nuclear ribonucleoprotein U-like 2

		2		Neurod1		68693		0.787		0		0		0.9		0		2		0.844		Hnrpul2		heterogeneous nuclear ribonucleoprotein U-like 2

		2		Rb1		68879		0		0.683		0.9		0		0		2		0.791		2610031L17Rik		RIKEN cDNA 2610031L17 gene				RNA processing///binding///intracellular///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleus///receptor activity

		2		Crx		68879		0		0		0.718		0.7		0		2		0.709		2610031L17Rik		RIKEN cDNA 2610031L17 gene				RNA processing///binding///intracellular///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleus///receptor activity

		2		Crx		68952		0.924		0		0.667		0		0		2		0.795		1500016O10Rik		RIKEN cDNA 1500016O10 gene				integral to membrane///membrane

		2		Nrl		68952		0.892		0		0.9		0		0		2		0.896		1500016O10Rik		RIKEN cDNA 1500016O10 gene				integral to membrane///membrane

		2		Rho		68968		0		0		0.7		0.8		0.866		3		0.789		Cdan1		congenital dyserythropoietic anemia, type I (human)				nuclear membrane organization and biogenesis

		2		Nrl		68968		0		0.786		0		0.7		0.791		3		0.759		Cdan1		congenital dyserythropoietic anemia, type I (human)				nuclear membrane organization and biogenesis

		2		Rho		68979		0		0		0.9		0		0.836		2		0.868		Nol11		nucleolar protein 11				nucleus

		2		Nrl		68979		0		0		0.7		0		0.815		2		0.758		Nol11		nucleolar protein 11				nucleus

		2		Nrl		69159		0		0		1		0		0.873		2		0.936		Rhebl1		Ras homolog enriched in brain like 1				GTP binding///membrane///nucleotide binding///protein transport

		2		Rho		69159		0		0		0.9		0		0.925		2		0.912		Rhebl1		Ras homolog enriched in brain like 1				GTP binding///membrane///nucleotide binding///protein transport

		2		Neurod1		69202		0		0.762		0.7		0		0		2		0.731		2610009E16Rik		RIKEN cDNA 2610009E16 gene				immune response

		2		Chx10		69202		0		0		0.7		0.9		0		2		0.8		2610009E16Rik		RIKEN cDNA 2610009E16 gene				immune response

		2		Neurod1		69234		0.809		0		0		0.7		0		2		0.754		Zfp688		zinc finger protein 688				metal ion binding///zinc ion binding

		2		Crx		69234		0.656		0.786		0		0		0		2		0.721		Zfp688		zinc finger protein 688				metal ion binding///zinc ion binding

		2		Crx		69237		0		0		0.718		0.8		0		2		0.759		Gtpbp4		GTP binding protein 4				GTP binding///nucleotide binding///nucleus///ribosome biogenesis///small GTPase mediated signal transduction

		2		Rb1		69237		0		0.738		0.9		0		0		2		0.819		Gtpbp4		GTP binding protein 4				GTP binding///nucleotide binding///nucleus///ribosome biogenesis///small GTPase mediated signal transduction

		2		Rho		69504		0		0		0.975		0.8		0		2		0.887		2310001H12Rik		RIKEN cDNA 2310001H12 gene				development///metal ion binding///zinc ion binding

		2		Nrl		69504		0		0		0.872		0.7		0		2		0.786		2310001H12Rik		RIKEN cDNA 2310001H12 gene				development///metal ion binding///zinc ion binding

		2		Nrl		69539		0		0		0.8		0		0.809		2		0.805		2300002D11Rik		RIKEN cDNA 2300002D11 gene				extracellular space///lipid binding

		2		Rho		69539		0		0		0.9		0		0.77		2		0.835		2300002D11Rik		RIKEN cDNA 2300002D11 gene				extracellular space///lipid binding

		2		Crx		69668		0		0		0.718		0.9		0		2		0.809		2310061I09Rik		RIKEN cDNA 2310061I09 gene

		2		Rb1		69668		0		0.69		0.9		0		0		2		0.795		2310061I09Rik		RIKEN cDNA 2310061I09 gene

		2		Nrl		70144		0		0		0.821		0		0.7		2		0.76		Lrch3		leucine-rich repeats and calponin homology (CH) domain containing 3

		2		Rho		70144		0		0		0.667		0		0.756		2		0.712		Lrch3		leucine-rich repeats and calponin homology (CH) domain containing 3

		2		Neurod1		70316		0		0.81		0.7		0		0		2		0.755		Ndufab1		NADH dehydrogenase (ubiquinone) 1, alpha/beta subcomplex, 1		Oxidative phosphorylation		acyl carrier activity///calcium ion binding///cofactor binding///fatty acid biosynthesis///lipid biosynthesis///mitochondrion///oxidoreductase activity///phosphopantetheine binding

		2		Rb1		70316		0		0		0.9		0		0.836		2		0.868		Ndufab1		NADH dehydrogenase (ubiquinone) 1, alpha/beta subcomplex, 1		Oxidative phosphorylation		acyl carrier activity///calcium ion binding///cofactor binding///fatty acid biosynthesis///lipid biosynthesis///mitochondrion///oxidoreductase activity///phosphopantetheine binding

		2		Rho		70564		0		0		0.7		0		0.825		2		0.762		5730469M10Rik		RIKEN cDNA 5730469M10 gene

		2		Nrl		70564		0		0.69		0		0.7		0.855		3		0.748		5730469M10Rik		RIKEN cDNA 5730469M10 gene

		2		Crx		70579		0		0		0.821		0.7		0		2		0.76		Zc3h11a		zinc finger CCCH type containing 11A				biological process unknown///cellular component unknown///metal ion binding///molecular function unknown///nucleic acid binding///zinc ion binding

		2		Rho		70579		0		0		0.7		0		0.651		2		0.676		Zc3h11a		zinc finger CCCH type containing 11A				biological process unknown///cellular component unknown///metal ion binding///molecular function unknown///nucleic acid binding///zinc ion binding

		2		Neurod1		70827		0.878		0		0.667		0		0		2		0.772		Trak2		trafficking protein, kinesin binding 2				GABA receptor binding///biological process unknown///cytoplasm///nucleus///plasma membrane

		2		Chx10		70827		0		0		0.821		0.8		0		2		0.81		Trak2		trafficking protein, kinesin binding 2				GABA receptor binding///biological process unknown///cytoplasm///nucleus///plasma membrane

		2		Rb1		71151		0		0.786		0.9		1		0		3		0.895		4933424N09Rik		RIKEN cDNA 4933424N09 gene				exonuclease activity///hydrolase activity///nuclease activity///nucleus

		2		Neurod1		71151		0		0		0.7		0.9		0		2		0.8		4933424N09Rik		RIKEN cDNA 4933424N09 gene				exonuclease activity///hydrolase activity///nuclease activity///nucleus

		2		Crx		71434		0.79		0		0.667		0		0		2		0.729		5530400B01Rik		RIKEN cDNA 5530400B01 gene

		2		Rho		71434		0.664		0		0.7		0		0		2		0.682		5530400B01Rik		RIKEN cDNA 5530400B01 gene

		2		Crx		71726		0.749		0		0.975		0		0		2		0.862		Smug1		single-strand selective monofunctional uracil DNA glycosylase				DNA binding///DNA repair///carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds///nucleus///oxidized base lesion DNA N-glycosylase activity///response to DNA damage stimulus///single-stranded DNA binding///uracil DNA N-glycosylase activity

		2		Nrl		71726		0.775		0		0		0		0.673		2		0.724		Smug1		single-strand selective monofunctional uracil DNA glycosylase				DNA binding///DNA repair///carbohydrate metabolism///hydrolase activity///hydrolase activity, acting on glycosyl bonds///nucleus///oxidized base lesion DNA N-glycosylase activity///response to DNA damage stimulus///single-stranded DNA binding///uracil DNA N-glycosylase activity

		2		Rb1		71745		0		0.81		0.8		0		0		2		0.805		Cul2		cullin 2				cell cycle///protein binding///protein catabolism///ubiquitin cycle

		2		Crx		71745		0		0		0.821		0.7		0		2		0.76		Cul2		cullin 2				cell cycle///protein binding///protein catabolism///ubiquitin cycle

		2		Crx		71752		0		0		0.872		0.8		0		2		0.836		Gtf3c2		general transcription factor IIIC, polypeptide 2, beta				nucleus///transcription

		2		Rb1		71752		0		0.952		0.7		0		0		2		0.826		Gtf3c2		general transcription factor IIIC, polypeptide 2, beta				nucleus///transcription

		2		Nrl		71764		0.715		0		0.7		0		0		2		0.708		Tmem24		transmembrane protein 24				integral to membrane///membrane

		2		Crx		71764		0.762		0		0.667		0		0		2		0.714		Tmem24		transmembrane protein 24				integral to membrane///membrane

		2		Rb1		71954		0		0		0.9		0		0.709		2		0.805		2400003N08Rik		RIKEN cDNA 2400003N08 gene				chromatin modification///regulation of transcription, DNA-dependent///transcription

		2		Crx		71954		0		0.85		0.718		0		0		2		0.784		2400003N08Rik		RIKEN cDNA 2400003N08 gene				chromatin modification///regulation of transcription, DNA-dependent///transcription

		2		Nrl		71982		0		0.667		0		0.9		0.836		3		0.801		Snx10		sorting nexin 10				intracellular signaling cascade///phosphoinositide binding///protein binding///protein transport///transport

		2		Crx		71982		0		0.905		0.975		0		0		2		0.94		Snx10		sorting nexin 10				intracellular signaling cascade///phosphoinositide binding///protein binding///protein transport///transport

		2		Rho		72017		0		0		0.7		0.8		0		2		0.75		Cyb5r1		cytochrome b5 reductase 1		Aminosugars metabolism		electron transport///oxidoreductase activity

		2		Nrl		72017		0		0.786		0		0.7		0		2		0.743		Cyb5r1		cytochrome b5 reductase 1		Aminosugars metabolism		electron transport///oxidoreductase activity

		2		Nrl		72157		0		0.786		0		0		0.664		2		0.725		Pgm2		phosphoglucomutase 2		Starch and sucrose metabolism///Streptomycin biosynthesis///Galactose metabolism///Pentose phosphate pathway///Glycolysis / Gluconeogenesis		carbohydrate metabolism///intramolecular transferase activity, phosphotransferases///isomerase activity///magnesium ion binding///phosphoglucomutase activity

		2		Chx10		72157		0		0		0		0.9		0.829		2		0.865		Pgm2		phosphoglucomutase 2		Starch and sucrose metabolism///Streptomycin biosynthesis///Galactose metabolism///Pentose phosphate pathway///Glycolysis / Gluconeogenesis		carbohydrate metabolism///intramolecular transferase activity, phosphotransferases///isomerase activity///magnesium ion binding///phosphoglucomutase activity

		2		Rho		72181		0		0		1		0.8		0.815		3		0.872		Nsun4		NOL1/NOP2/Sun domain family, member 4

		2		Nrl		72181		0		0		0.9		0.7		0.764		3		0.788		Nsun4		NOL1/NOP2/Sun domain family, member 4

		2		Rho		72480		0		0		0.7		0.9		0		2		0.8		Tspyl4		TSPY-like 4				DNA binding///nucleosome assembly///nucleus

		2		Crx		72480		0		0.69		0.821		0		0		2		0.756		Tspyl4		TSPY-like 4				DNA binding///nucleosome assembly///nucleus

		2		Crx		72503		0		0		0.718		0.9		0		2		0.809		2610507B11Rik		RIKEN cDNA 2610507B11 gene				extracellular space

		2		Chx10		72503		0.716		0.683		0		0.9		0.843		4		0.785		2610507B11Rik		RIKEN cDNA 2610507B11 gene				extracellular space

		2		Rho		72611		0		0		0.9		0		0.961		2		0.931		Zfp655		zinc finger protein 655				metal ion binding///zinc ion binding

		2		Nrl		72611		0		0		0.8		0		0.909		2		0.855		Zfp655		zinc finger protein 655				metal ion binding///zinc ion binding

		2		Crx		72667		0		0.881		0		0.9		0		2		0.89		Zfp444		zinc finger protein 444				metal ion binding///zinc ion binding

		2		Nrl		72667		0		0.786		0		0		0.773		2		0.779		Zfp444		zinc finger protein 444				metal ion binding///zinc ion binding

		2		Nrl		72685		0		0		0.9		0		0.764		2		0.832		Dnajc6		DnaJ (Hsp40) homolog, subfamily C, member 6

		2		Rho		72685		0		0		1		0		0.838		2		0.919		Dnajc6		DnaJ (Hsp40) homolog, subfamily C, member 6

		2		Rb1		72692		0		0.714		0.8		1		0		3		0.838		Hnrpll		heterogeneous nuclear ribonucleoprotein L-like				RNA binding///amino acid metabolism///mRNA processing///nucleic acid binding///nucleotide binding///nucleus///ribonucleoprotein complex///structural molecule activity///viral capsid

		2		Neurod1		72692		0		0		0.9		0.9		0		2		0.9		Hnrpll		heterogeneous nuclear ribonucleoprotein L-like				RNA binding///amino acid metabolism///mRNA processing///nucleic acid binding///nucleotide binding///nucleus///ribonucleoprotein complex///structural molecule activity///viral capsid

		2		Crx		72739		0		0		0.975		0.9		0		2		0.937		Zfp306		zinc finger protein 306				intracellular///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription factor activity///zinc ion binding

		2		Chx10		72739		0		0		0		0.9		0.861		2		0.881		Zfp306		zinc finger protein 306				intracellular///nucleic acid binding///nucleus///regulation of transcription, DNA-dependent///transcription factor activity///zinc ion binding

		2		Nrl		72831		0		0.762		0		0		0.682		2		0.722		Dhx30		DEAH (Asp-Glu-Ala-His) box polypeptide 30				ATP binding///helicase activity///hydrolase activity

		2		Crx		72831		0		0.714		0		0.9		0		2		0.807		Dhx30		DEAH (Asp-Glu-Ala-His) box polypeptide 30				ATP binding///helicase activity///hydrolase activity

		2		Rho		72899		0		0		0.9		0		0.724		2		0.812		2900006F19Rik		RIKEN cDNA 2900006F19 gene

		2		Nrl		72899		0		0		1		0		0.691		2		0.845		2900006F19Rik		RIKEN cDNA 2900006F19 gene

		2		Nrl		72992		0		0		0.8		0		0.755		2		0.777		2900076A07Rik		RIKEN cDNA 2900076A07 gene

		2		Rho		72992		0		0		0.9		0		0.779		2		0.84		2900076A07Rik		RIKEN cDNA 2900076A07 gene

		2		Nrl		73024		0		0		0.7		0		0.827		2		0.764		2900064A13Rik		RIKEN cDNA 2900064A13 gene				extracellular space///integral to membrane

		2		Rho		73024		0		0		0.9		0		0.916		2		0.908		2900064A13Rik		RIKEN cDNA 2900064A13 gene				extracellular space///integral to membrane

		2		Rb1		73124		0		0.667		0.9		0		0		2		0.783		Golph4		golgi phosphoprotein 4				Golgi apparatus///integral to membrane

		2		Nrl		73124		0		0		0		0.7		0.736		2		0.718		Golph4		golgi phosphoprotein 4				Golgi apparatus///integral to membrane

		2		Crx		73327		0		0.881		0.667		0		0		2		0.774		1700040I03Rik		RIKEN cDNA 1700040I03 gene				extracellular space///peptidase activity///proteolysis

		2		Nrl		73327		0		0		0		0.9		0.855		2		0.877		1700040I03Rik		RIKEN cDNA 1700040I03 gene				extracellular space///peptidase activity///proteolysis

		2		Nrl		73747		0		0		0.8		0		0.682		2		0.741		1110034G24Rik		RIKEN cDNA 1110034G24 gene

		2		Rho		73747		0		0		0.9		0		0.72		2		0.81		1110034G24Rik		RIKEN cDNA 1110034G24 gene

		2		Nrl		73750		0		0		0.7		0		0.782		2		0.741		Whrn		whirlin				actin filament///cilium///protein binding///sensory perception of sound

		2		Rho		73750		0		0		0.9		0		0.834		2		0.867		Whrn		whirlin				actin filament///cilium///protein binding///sensory perception of sound

		2		Rho		73998		0		0		1		0		0.87		2		0.935		Herc3		hect domain and RLD 3				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		73998		0		0		0.9		0		0.855		2		0.877		Herc3		hect domain and RLD 3				biological process unknown///cellular component unknown///molecular function unknown

		2		Rb1		74026		0		0.69		0.7		0.7		0.655		4		0.686		4121402D02Rik		RIKEN cDNA 4121402D02 gene

		2		Neurod1		74026		0		0.714		0		0.9		0		2		0.807		4121402D02Rik		RIKEN cDNA 4121402D02 gene

		2		Rho		74034		0		0		0.9		0		0.868		2		0.884		4632404H12Rik		RIKEN cDNA 4632404H12 gene

		2		Nrl		74034		0		0		0.7		0		0.788		2		0.744		4632404H12Rik		RIKEN cDNA 4632404H12 gene

		2		Crx		74132		0		0.786		0.975		0		0		2		0.88		Rnf6		ring finger protein (C3H2C3 type) 6				DNA binding///PML body///axon///cell differentiation///chromosome///cytoplasm///metal ion binding///mitotic chromosome condensation///negative regulation of axon extension///negative regulation of axon extension///nucleosome///nucleus///positive regulation of transcription, DNA-dependent///protein binding///spermatogenesis///transcriptional activator activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity///zinc ion binding

		2		Nrl		74132		0		0		0		0.7		0.791		2		0.745		Rnf6		ring finger protein (C3H2C3 type) 6				DNA binding///PML body///axon///cell differentiation///chromosome///cytoplasm///metal ion binding///mitotic chromosome condensation///negative regulation of axon extension///negative regulation of axon extension///nucleosome///nucleus///positive regulation of transcription, DNA-dependent///protein binding///spermatogenesis///transcriptional activator activity///ubiquitin cycle///ubiquitin-dependent protein catabolism///ubiquitin-protein ligase activity///zinc ion binding

		2		Rho		74136		0		0		0.7		0.9		0.87		3		0.823		Sec14l1		SEC14-like 1 (S. cerevisiae)

		2		Nrl		74136		0		0.81		0		0		0.791		2		0.8		Sec14l1		SEC14-like 1 (S. cerevisiae)

		2		Nrl		74309		0		0		0.9		0		0.8		2		0.85		Osbp2		oxysterol binding protein 2				cellular component unknown///lipid transport///molecular function unknown///steroid metabolism///transport

		2		Rho		74309		0.712		0		1		0		0.77		3		0.827		Osbp2		oxysterol binding protein 2				cellular component unknown///lipid transport///molecular function unknown///steroid metabolism///transport

		2		Crx		74315		0.685		0		0.975		0.8		0		3		0.82		3732413I11Rik		RIKEN cDNA 3732413I11 gene				metal ion binding///receptor activity///ubiquitin cycle///zinc ion binding

		2		Rho		74315		0		0		0.7		0		0.756		2		0.728		3732413I11Rik		RIKEN cDNA 3732413I11 gene				metal ion binding///receptor activity///ubiquitin cycle///zinc ion binding

		2		Rb1		74326		0		0.833		0.9		0		0.655		3		0.796		Hnrpr		heterogeneous nuclear ribonucleoprotein R				nucleus///nucleus///ribonucleoprotein complex///viral nucleocapsid

		2		Neurod1		74326		0		0		0.7		0.8		0		2		0.75		Hnrpr		heterogeneous nuclear ribonucleoprotein R				nucleus///nucleus///ribonucleoprotein complex///viral nucleocapsid

		2		Rho		74370		0		0		0.8		0		0.943		2		0.872		4932417H02Rik		RIKEN cDNA 4932417H02 gene		Insulin signaling pathway		binding

		2		Nrl		74370		0		0		0.9		0		0.882		2		0.891		4932417H02Rik		RIKEN cDNA 4932417H02 gene		Insulin signaling pathway		binding

		2		Nrl		74596		0		0		0.7		0		0.673		2		0.686		Cds1		CDP-diacylglycerol synthase 1		Glycerophospholipid metabolism///Phosphatidylinositol signaling system		CDP-diacylglycerol biosynthesis///endoplasmic reticulum///integral to membrane///magnesium ion binding///membrane///nucleotidyltransferase activity///phosphatidate cytidylyltransferase activity///phospholipid biosynthesis///transferase activity

		2		Rho		74596		0.712		0		0.9		0		0		2		0.806		Cds1		CDP-diacylglycerol synthase 1		Glycerophospholipid metabolism///Phosphatidylinositol signaling system		CDP-diacylglycerol biosynthesis///endoplasmic reticulum///integral to membrane///magnesium ion binding///membrane///nucleotidyltransferase activity///phosphatidate cytidylyltransferase activity///phospholipid biosynthesis///transferase activity

		2		Nrl		74737		0		0		0		0.7		0.818		2		0.759		Pcf11		cleavage and polyadenylation factor subunit homolog (S. cerevisiae)

		2		Rho		74737		0		0		0		0.8		0.852		2		0.826		Pcf11		cleavage and polyadenylation factor subunit homolog (S. cerevisiae)

		2		Rb1		74772		0		0		0.9		0.7		0		2		0.8		Atp13a2		ATPase type 13A2				ATP binding///ATPase activity///catalytic activity///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///magnesium ion binding///membrane///metabolism///metal ion binding///nucleotide binding///proton transport

		2		Neurod1		74772		0		0		0.7		0.9		0		2		0.8		Atp13a2		ATPase type 13A2				ATP binding///ATPase activity///catalytic activity///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///magnesium ion binding///membrane///metabolism///metal ion binding///nucleotide binding///proton transport

		2		Rho		75124		0		0		1		0		0.97		2		0.985		4930519N16Rik		RIKEN cDNA 4930519N16 gene				electron transport///electron transporter activity

		2		Nrl		75124		0		0		0.9		0		0.945		2		0.923		4930519N16Rik		RIKEN cDNA 4930519N16 gene				electron transport///electron transporter activity

		2		Rho		75320		0		0		0.9		1		0.802		3		0.901		Etnk1		ethanolamine kinase 1		Glycerophospholipid metabolism		ethanolamine kinase activity///kinase activity///transferase activity

		2		Nrl		75320		0		0		0.7		0		0.764		2		0.732		Etnk1		ethanolamine kinase 1		Glycerophospholipid metabolism		ethanolamine kinase activity///kinase activity///transferase activity

		2		Crx		75365		0		0.719		0.718		0		0		2		0.718

		2		Nrl		75365		0		0.707		0		0.9		0		2		0.803

		2		Neurod1		75605		0		0.881		0		0.9		0		2		0.89		Jarid1b		jumonji, AT rich interactive domain 1B (Rbp2 like)

		2		Rho		75605		0		0		0.667		0		0.829		2		0.748		Jarid1b		jumonji, AT rich interactive domain 1B (Rbp2 like)

		2		Crx		75665		0.762		0		0.684		0		0		2		0.723		2210403N09Rik		RIKEN cDNA 2210403N09 gene

		2		Nrl		75665		0.715		0		0.821		0		0		2		0.768		2210403N09Rik		RIKEN cDNA 2210403N09 gene

		2		Rho		75693		0		0		0.9		0		0.925		2		0.912		3010001F23Rik		RIKEN cDNA 3010001F23 gene

		2		Nrl		75693		0		0		0.7		0		0.909		2		0.805		3010001F23Rik		RIKEN cDNA 3010001F23 gene

		2		Nrl		75717		0.658		0		0.9		0		0.855		3		0.804		Cul5		cullin 5				cell cycle///protein binding///receptor activity///ubiquitin cycle

		2		Rho		75717		0		0		0.7		0		0.861		2		0.781		Cul5		cullin 5				cell cycle///protein binding///receptor activity///ubiquitin cycle

		2		Nrl		75782		0		0		0.9		0		0.809		2		0.855		4930431B11Rik		RIKEN cDNA 4930431B11 gene

		2		Rho		75782		0		0		1		0		0.87		2		0.935		4930431B11Rik		RIKEN cDNA 4930431B11 gene

		2		Nrl		75909		0		0.714		0		0.7		0		2		0.707		Tmem49		transmembrane protein 49

		2		Crx		75909		0		0.881		0.789		0		0		2		0.835		Tmem49		transmembrane protein 49

		2		Nrl		76130		0		0		0.667		0.7		0.809		3		0.725		Las1l		LAS1-like (S. cerevisiae)

		2		Rho		76130		0		0		0.821		0		0.87		2		0.845		Las1l		LAS1-like (S. cerevisiae)

		2		Nrl		76222		0		0		0.9		0		0.8		2		0.85		6430590I03Rik		RIKEN cDNA 6430590I03 gene

		2		Rho		76222		0		0		0.8		0		0.806		2		0.803		6430590I03Rik		RIKEN cDNA 6430590I03 gene

		2		Nrl		76295		0		0		0.8		0		0.845		2		0.823		Atp11b		ATPase, Class VI, type 11B				ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///catalytic activity///cation transport///hydrolase activity///integral to membrane///membrane///metabolism///nucleotide binding

		2		Rho		76295		0.825		0		0.9		0		0.811		3		0.845		Atp11b		ATPase, Class VI, type 11B				ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///catalytic activity///cation transport///hydrolase activity///integral to membrane///membrane///metabolism///nucleotide binding

		2		Rb1		76501		0		0		0.7		0		0.673		2		0.686		Commd9		COMM domain containing 9				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		76501		0		0		0		0.7		0.836		2		0.768		Commd9		COMM domain containing 9				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		76650		0		0		0.821		0.9		0		2		0.86		Srxn1		sulfiredoxin 1 homolog (S. cerevisiae)				ATP binding///DNA binding///antioxidant activity///magnesium ion binding///nucleotide binding///oxidoreductase activity

		2		Nrl		76650		0		0.81		0.667		0		0		2		0.738		Srxn1		sulfiredoxin 1 homolog (S. cerevisiae)				ATP binding///DNA binding///antioxidant activity///magnesium ion binding///nucleotide binding///oxidoreductase activity

		2		Chx10		76709		0		0		0		0.9		0.784		2		0.842		Arpc2		actin related protein 2/3 complex, subunit 2		Regulation of actin cytoskeleton		Arp2/3 protein complex///biological process unknown///cytoskeleton///focal adhesion///molecular function unknown///regulation of actin filament polymerization

		2		Rb1		76709		0		0.898		0.821		0		0		2		0.86		Arpc2		actin related protein 2/3 complex, subunit 2		Regulation of actin cytoskeleton		Arp2/3 protein complex///biological process unknown///cytoskeleton///focal adhesion///molecular function unknown///regulation of actin filament polymerization

		2		Rho		76792		0		0		0.9		0		0.829		2		0.865		2410131K14Rik		RIKEN cDNA 2410131K14 gene

		2		Nrl		76792		0		0		0.7		0		0.736		2		0.718		2410131K14Rik		RIKEN cDNA 2410131K14 gene

		2		Rho		76890		0		0		0.7		0.8		0		2		0.75		0610016J10Rik		RIKEN cDNA 0610016J10 gene

		2		Nrl		76890		0		0		0		0.7		0.655		2		0.677		0610016J10Rik		RIKEN cDNA 0610016J10 gene

		2		Rho		76898		0		0		0.7		0		0.82		2		0.76		B3gat1		beta-1,3-glucuronyltransferase 1 (glucuronosyltransferase P)		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///UDP-galactose:beta-N-acetylglucosamine beta-1,3-galactosyltransferase activity///extracellular space///galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity///glucuronosyltransferase activity///integral to membrane///manganese ion binding///membrane///metal ion binding///transferase activity

		2		Nrl		76898		0.785		0		0		0		0.845		2		0.815		B3gat1		beta-1,3-glucuronyltransferase 1 (glucuronosyltransferase P)		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///UDP-galactose:beta-N-acetylglucosamine beta-1,3-galactosyltransferase activity///extracellular space///galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity///glucuronosyltransferase activity///integral to membrane///manganese ion binding///membrane///metal ion binding///transferase activity

		2		Rb1		76938		0		0.81		0.8		0		0		2		0.805		Rbm17		RNA binding motif protein 17				RNA binding///intracellular///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus///spliceosome complex

		2		Crx		76938		0		0		0.821		0.9		0		2		0.86		Rbm17		RNA binding motif protein 17				RNA binding///intracellular///mRNA processing///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus///spliceosome complex

		2		Nrl		76958		0		0		0.9		0		0.736		2		0.818		2210418O10Rik		RIKEN cDNA 2210418O10 gene				DNA binding

		2		Rho		76958		0		0		0.7		0		0.811		2		0.755		2210418O10Rik		RIKEN cDNA 2210418O10 gene				DNA binding

		2		Rho		77040		0		0		0.9		0.9		0.916		3		0.905		Atg16l1		autophagy-related 16-like 1 (yeast)				autophagic vacuole///autophagic vacuole formation///autophagy///membrane///protein binding///protein transport///transport

		2		Nrl		77040		0		0		0.7		0		0.927		2		0.814		Atg16l1		autophagy-related 16-like 1 (yeast)				autophagic vacuole///autophagic vacuole formation///autophagy///membrane///protein binding///protein transport///transport

		2		Neurod1		77044		0		0		0.7		0.7		0		2		0.7		Arid2		AT rich interactive domain 2 (Arid-rfx like)				biological process unknown///cellular component unknown///molecular function unknown

		2		Rb1		77044		0		0		0.9		0.9		0		2		0.9		Arid2		AT rich interactive domain 2 (Arid-rfx like)				biological process unknown///cellular component unknown///molecular function unknown

		2		Chx10		77132		0		0.874		0		0.9		0		2		0.887		2810433D01Rik		RIKEN cDNA 2810433D01 gene

		2		Crx		77132		0		0		0.763		0.9		0		2		0.832		2810433D01Rik		RIKEN cDNA 2810433D01 gene

		2		Nr2e3		77733		0		0		0.7		0		0.673		2		0.686		Rnf170		ring finger protein 170				integral to membrane///metal ion binding///ubiquitin cycle///zinc ion binding

		2		Nrl		77733		0		0		0.7		0		0.827		2		0.764		Rnf170		ring finger protein 170				integral to membrane///metal ion binding///ubiquitin cycle///zinc ion binding

		2		Neurod1		77773		0.683		0		0.7		0		0		2		0.691		A330103N21Rik		RIKEN cDNA A330103N21 gene

		2		Otx2		77773		0.737		0		0.9		0		0		2		0.818		A330103N21Rik		RIKEN cDNA A330103N21 gene

		2		Rb1		78655		0		0.707		0.975		0		0		2		0.841		Eif3s1		eukaryotic translation initiation factor 3, subunit 1 alpha				protein biosynthesis///translation initiation factor activity

		2		Crx		78655		0		0		0.658		0.8		0		2		0.729		Eif3s1		eukaryotic translation initiation factor 3, subunit 1 alpha				protein biosynthesis///translation initiation factor activity

		2		Rho		78834		0		0		1		0		0.806		2		0.903		Zfp623		zinc finger protein 623				development///metal ion binding///zinc ion binding

		2		Nrl		78834		0		0		0.9		0		0.827		2		0.864		Zfp623		zinc finger protein 623				development///metal ion binding///zinc ion binding

		2		Crx		78920		0		0		0.821		0.9		0		2		0.86		Dlst		dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex)		Lysine degradation///Citrate cycle (TCA cycle)		acyltransferase activity///dihydrolipoyllysine-residue succinyltransferase activity///lipoic acid binding///metabolism///mitochondrion///oxoglutarate dehydrogenase complex///transferase activity///tricarboxylic acid cycle

		2		Chx10		78920		0		0.683		0		0.9		0		2		0.791		Dlst		dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex)		Lysine degradation///Citrate cycle (TCA cycle)		acyltransferase activity///dihydrolipoyllysine-residue succinyltransferase activity///lipoic acid binding///metabolism///mitochondrion///oxoglutarate dehydrogenase complex///transferase activity///tricarboxylic acid cycle

		2		Nrl		79560		0		0.743		0		0.9		0		2		0.821		Ublcp1		ubiquitin-like domain containing CTD phosphatase 1				hydrolase activity///peptidase activity///ubiquitin thiolesterase activity

		2		Crx		79560		0		0.85		0.667		0		0		2		0.759		Ublcp1		ubiquitin-like domain containing CTD phosphatase 1				hydrolase activity///peptidase activity///ubiquitin thiolesterase activity

		2		Nrl		80877		0		0.707		0		0.8		0.691		3		0.733		Lrba		LPS-responsive beige-like anchor				cytoplasmic membrane-bound vesicle///endosome transport///protein kinase A binding///protein localization///signal transduction

		2		Rho		80877		0		0		0		0.7		0.747		2		0.724		Lrba		LPS-responsive beige-like anchor				cytoplasmic membrane-bound vesicle///endosome transport///protein kinase A binding///protein localization///signal transduction

		2		Crx		80886		0		0.952		0.667		0		0		2		0.81		Senp3		SUMO/sentrin specific peptidase 3				cysteine-type peptidase activity///hydrolase activity///nucleolus///nucleus///peptidase activity///protein binding///protein metabolism///proteolysis///ubiquitin cycle///ubiquitin-specific protease activity

		2		Nrl		80886		0		0.81		0.9		0.7		0		3		0.803		Senp3		SUMO/sentrin specific peptidase 3				cysteine-type peptidase activity///hydrolase activity///nucleolus///nucleus///peptidase activity///protein binding///protein metabolism///proteolysis///ubiquitin cycle///ubiquitin-specific protease activity

		2		Chx10		80915		0		0		0		0.9		0.779		2		0.84		Dusp12		dual specificity phosphatase 12				hydrolase activity///metal ion binding///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity///zinc ion binding

		2		Crx		80915		0		0		0.872		0.9		0		2		0.886		Dusp12		dual specificity phosphatase 12				hydrolase activity///metal ion binding///phosphoprotein phosphatase activity///protein amino acid dephosphorylation///protein tyrosine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity///protein tyrosine/serine/threonine phosphatase activity///zinc ion binding

		2		Chx10		81702		0		0.719		0		0		0.834		2		0.776		Ankrd17		ankyrin repeat domain 17				cellular component unknown///endoderm development///molecular function unknown

		2		Rb1		81702		0		0.695		0		0.7		0		2		0.697		Ankrd17		ankyrin repeat domain 17				cellular component unknown///endoderm development///molecular function unknown

		2		Crx		83669		0.723		0		0		1		0		2		0.861		Wdr6		WD repeat domain 6				biological process unknown///cellular component unknown///molecular function unknown

		2		Neurod1		83669		0.92		0		0.7		0		0		2		0.81		Wdr6		WD repeat domain 6				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		83768		0		0		0		0.9		0.77		2		0.835		Dpp7		dipeptidylpeptidase 7				aminopeptidase activity///catalytic activity///extracellular space///hydrolase activity///lysosome///peptidase activity///proteolysis///serine-type endopeptidase activity///serine-type peptidase activity

		2		Nrl		83768		0		0.826		0		0		0.8		2		0.813		Dpp7		dipeptidylpeptidase 7				aminopeptidase activity///catalytic activity///extracellular space///hydrolase activity///lysosome///peptidase activity///proteolysis///serine-type endopeptidase activity///serine-type peptidase activity

		2		Rho		83814		0		0		1		0.7		0		2		0.85		Nedd4l		neural precursor cell expressed, developmentally down-regulated gene 4-like				intracellular///ligase activity///protein modification///ubiquitin cycle///ubiquitin-protein ligase activity

		2		Nrl		83814		0		0.786		0.9		0.8		0		3		0.829		Nedd4l		neural precursor cell expressed, developmentally down-regulated gene 4-like				intracellular///ligase activity///protein modification///ubiquitin cycle///ubiquitin-protein ligase activity

		2		Nrl		83997		0		0.766		0.821		0		0		2		0.794		Slmap		sarcolemma associated protein				integral to membrane///integral to membrane

		2		Rho		83997		0		0		0.975		0.9		0		2		0.937		Slmap		sarcolemma associated protein				integral to membrane///integral to membrane

		2		Crx		93739		0		0.898		0.816		0		0		2		0.857		Gabarapl2		gamma-aminobutyric acid (GABA-A) receptor-associated protein-like 2				ATP binding///Golgi apparatus///Golgi apparatus///Golgi membrane///Golgi stack///actin binding///cytoskeleton///intra-Golgi vesicle-mediated transport///intracellular protein transport///protein binding///protein binding///protein transport///protein transporter activity///transport

		2		Nrl		93739		0		0.731		0		0.9		0		2		0.815		Gabarapl2		gamma-aminobutyric acid (GABA-A) receptor-associated protein-like 2				ATP binding///Golgi apparatus///Golgi apparatus///Golgi membrane///Golgi stack///actin binding///cytoskeleton///intra-Golgi vesicle-mediated transport///intracellular protein transport///protein binding///protein binding///protein transport///protein transporter activity///transport

		2		Rho		94176		0.678		0		0		0		0.834		2		0.756		Dock2		dedicator of cyto-kinesis 2				GTP binding///GTPase binding///Rac GTPase activator activity///T cell activation///T cell proliferation///alpha-beta T cell activation///alpha-beta T cell proliferation///cellular component unknown///chemotaxis///cytoskeleton///cytoskeleton organization and biogenesis///establishment of T cell polarity///formation of immunological synapse///guanyl-nucleotide exchange factor activity///lipid raft polarization///membrane///negative thymic T cell selection///positive regulation of Rac protein signal transduction///positive thymic T cell selection

		2		Nrl		94176		0.784		0		0		0		0.855		2		0.819		Dock2		dedicator of cyto-kinesis 2				GTP binding///GTPase binding///Rac GTPase activator activity///T cell activation///T cell proliferation///alpha-beta T cell activation///alpha-beta T cell proliferation///cellular component unknown///chemotaxis///cytoskeleton///cytoskeleton organization and biogenesis///establishment of T cell polarity///formation of immunological synapse///guanyl-nucleotide exchange factor activity///lipid raft polarization///membrane///negative thymic T cell selection///positive regulation of Rac protein signal transduction///positive thymic T cell selection

		2		Nrl		94229		0		0		0.8		0		0.736		2		0.768		Slc4a10		solute carrier family 4, sodium bicarbonate cotransporter-like, member 10				anion exchanger activity///anion transport///inorganic anion exchanger activity///integral to membrane///integral to plasma membrane///intracellular///membrane///regulation of pH///regulation of transcription, DNA-dependent///transcription factor activity

		2		Rho		94229		0		0		0.9		0		0.67		2		0.785		Slc4a10		solute carrier family 4, sodium bicarbonate cotransporter-like, member 10				anion exchanger activity///anion transport///inorganic anion exchanger activity///integral to membrane///integral to plasma membrane///intracellular///membrane///regulation of pH///regulation of transcription, DNA-dependent///transcription factor activity

		2		Neurod1		97863		0		0		1		0.7		0		2		0.85		C78339		expressed sequence C78339

		2		Rb1		97863		0		0		0		0.9		0.745		2		0.823		C78339		expressed sequence C78339

		2		Chx10		98238		0.697		0		0		0.8		0		2		0.748		Lrrc59		leucine rich repeat containing 59				integral to membrane

		2		Rb1		98238		0		0.707		0.7		0		0		2		0.703		Lrrc59		leucine rich repeat containing 59				integral to membrane

		2		Nrl		98878		0		0		0.7		0		0.836		2		0.768		Ehd4		EH-domain containing 4		One carbon pool by folate///Pyrimidine metabolism		ATP binding///DNA binding///GTP binding///GTPase activity///calcium ion binding///intracellular///nucleotide binding

		2		Rho		98878		0		0		0.9		0		0.861		2		0.881		Ehd4		EH-domain containing 4		One carbon pool by folate///Pyrimidine metabolism		ATP binding///DNA binding///GTP binding///GTPase activity///calcium ion binding///intracellular///nucleotide binding

		2		Nrl		98952		0		0.833		0		0		0.736		2		0.785		C230093N12Rik		RIKEN cDNA C230093N12 gene

		2		Rb1		98952		0		0		0.667		0		0.727		2		0.697		C230093N12Rik		RIKEN cDNA C230093N12 gene

		2		Rho		99358		0		0		0.7		0.8		0.934		3		0.811		E130013N09Rik		RIKEN cDNA E130013N09 gene

		2		Nrl		99358		0		0		0		0.7		0.909		2		0.805		E130013N09Rik		RIKEN cDNA E130013N09 gene

		2		Rho		100121		0.827		0		1		0		0		2		0.913		Tdrd7		tudor domain containing 7				nucleic acid binding

		2		Nrl		100121		0.68		0		0.9		0		0		2		0.79		Tdrd7		tudor domain containing 7				nucleic acid binding

		2		Nrl		100732		0		0.857		0.7		0.8		0.9		4		0.814		Mapre3		microtubule-associated protein, RP/EB family, member 3				cell cycle///cell division///microtubule///microtubule binding///mitosis

		2		Rho		100732		0		0		0.9		0.7		0.916		3		0.839		Mapre3		microtubule-associated protein, RP/EB family, member 3				cell cycle///cell division///microtubule///microtubule binding///mitosis

		2		Chx10		102657		0		0		0.8		0.9		0		2		0.85		Cd276		CD276 antigen		Cell adhesion molecules (CAMs)		external side of plasma membrane///integral to membrane///membrane///negative regulation of T cell proliferation///negative regulation of T cell proliferation///negative regulation of inflammatory response///negative regulation of interferon-gamma biosynthesis///negative regulation of interferon-gamma biosynthesis///negative regulation of interleukin-2 biosynthesis///positive regulation of bone mineralization///positive regulation of osteoblast differentiation///receptor binding///receptor binding///regulation of immune response

		2		Crx		102657		0		0.667		0		0.9		0		2		0.783		Cd276		CD276 antigen		Cell adhesion molecules (CAMs)		external side of plasma membrane///integral to membrane///membrane///negative regulation of T cell proliferation///negative regulation of T cell proliferation///negative regulation of inflammatory response///negative regulation of interferon-gamma biosynthesis///negative regulation of interferon-gamma biosynthesis///negative regulation of interleukin-2 biosynthesis///positive regulation of bone mineralization///positive regulation of osteoblast differentiation///receptor binding///receptor binding///regulation of immune response

		2		Nrl		102791		0		0.85		0		0.8		0		2		0.825		Tcta		T-cell leukemia translocation altered gene				integral to membrane

		2		Crx		102791		0		0.958		0.975		0		0		2		0.966		Tcta		T-cell leukemia translocation altered gene				integral to membrane

		2		Rho		103098		0		0		0.9		0.7		0		2		0.8		Slc6a15		solute carrier family 6 (neurotransmitter transporter), member 15				integral to membrane///integral to plasma membrane///membrane///neurotransmitter transport///neurotransmitter:sodium symporter activity///symporter activity///transport

		2		Nrl		103098		0		0		0.7		0.8		0		2		0.75		Slc6a15		solute carrier family 6 (neurotransmitter transporter), member 15				integral to membrane///integral to plasma membrane///membrane///neurotransmitter transport///neurotransmitter:sodium symporter activity///symporter activity///transport

		2		Neurod1		103135		0		0		0.7		0.7		0		2		0.7		Usp52		ubiquitin specific peptidase 52				3'-5'-exoribonuclease activity///cytoplasm///exonuclease activity///hydrolase activity///mRNA catabolism, exonucleolytic///nuclease activity///nucleus///peptidase activity///poly(A) tail shortening

		2		Rb1		103135		0		0		0.9		0.9		0		2		0.9		Usp52		ubiquitin specific peptidase 52				3'-5'-exoribonuclease activity///cytoplasm///exonuclease activity///hydrolase activity///mRNA catabolism, exonucleolytic///nuclease activity///nucleus///peptidase activity///poly(A) tail shortening

		2		Rb1		103136		0		0.738		0.9		0		0		2		0.819		Pwp1		PWP1 homolog (S. cerevisiae)				nucleus

		2		Crx		103136		0		0		0.718		0.8		0		2		0.759		Pwp1		PWP1 homolog (S. cerevisiae)				nucleus

		2		Rho		103583		0		0		0.7		0		0.829		2		0.765		Fbxw11		F-box and WD-40 domain protein 11		Wnt signaling pathway///Hedgehog signaling pathway		biological process unknown///cellular component unknown///molecular function unknown///ubiquitin cycle

		2		Rb1		103583		0		0		0		0.9		0.682		2		0.791		Fbxw11		F-box and WD-40 domain protein 11		Wnt signaling pathway///Hedgehog signaling pathway		biological process unknown///cellular component unknown///molecular function unknown///ubiquitin cycle

		2		Rho		103711		0		0		0		0.7		0.797		2		0.749		Pnpo		pyridoxine 5'-phosphate oxidase		Vitamin B6 metabolism		FMN binding///oxidoreductase activity///pyridoxamine-phosphate oxidase activity///pyridoxine biosynthesis

		2		Nrl		103711		0		0.905		0		0		0.8		2		0.852		Pnpo		pyridoxine 5'-phosphate oxidase		Vitamin B6 metabolism		FMN binding///oxidoreductase activity///pyridoxamine-phosphate oxidase activity///pyridoxine biosynthesis

		2		Nrl		103841		0		0		0		0.8		0.818		2		0.809		Cuedc1		CUE domain containing 1				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		103841		0		0		0		0.7		0.843		2		0.771		Cuedc1		CUE domain containing 1				biological process unknown///cellular component unknown///molecular function unknown

		2		Chx10		104001		0		0		0		0.9		0.916		2		0.908		Rtn1		reticulon 1				biological process unknown///endoplasmic reticulum///integral to membrane///membrane///molecular function unknown

		2		Rb1		104001		0		0.905		0.7		0		0		2		0.802		Rtn1		reticulon 1				biological process unknown///endoplasmic reticulum///integral to membrane///membrane///molecular function unknown

		2		Rho		104015		0		0		1		0		0.98		2		0.99		Synj1		synaptojanin 1		Phosphatidylinositol signaling system///Inositol phosphate metabolism		RNA binding///clathrin coat///endocytosis///hydrolase activity///inositol or phosphatidylinositol phosphatase activity///membrane coat///neurotransmitter transport///nucleic acid binding///nucleotide binding///phosphoinositide 5-phosphatase activity///phosphoinositide metabolism///phosphoinositide metabolism///phosphoinositide-mediated signaling///polyphosphoinositide phosphatase activity///polyphosphoinositide phosphatase activity///synaptic vesicle transport

		2		Nrl		104015		0		0		0.9		0		0.927		2		0.914		Synj1		synaptojanin 1		Phosphatidylinositol signaling system///Inositol phosphate metabolism		RNA binding///clathrin coat///endocytosis///hydrolase activity///inositol or phosphatidylinositol phosphatase activity///membrane coat///neurotransmitter transport///nucleic acid binding///nucleotide binding///phosphoinositide 5-phosphatase activity///phosphoinositide metabolism///phosphoinositide metabolism///phosphoinositide-mediated signaling///polyphosphoinositide phosphatase activity///polyphosphoinositide phosphatase activity///synaptic vesicle transport

		2		Neurod1		105239		0		0		0.7		0.7		0		2		0.7		Rnf44		ring finger protein 44				metal ion binding///ubiquitin cycle///zinc ion binding

		2		Rb1		105239		0		0		0.9		0.9		0		2		0.9		Rnf44		ring finger protein 44				metal ion binding///ubiquitin cycle///zinc ion binding

		2		Neurod1		105522		0		0.738		0.7		0		0		2		0.719		Ankrd28		ankyrin repeat domain 28				biological process unknown///cellular component unknown///molecular function unknown

		2		Rb1		105522		0		0.81		0.9		0		0		2		0.855		Ankrd28		ankyrin repeat domain 28				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		105689		0		0		0.8		0		0.736		2		0.768		Phr1		pam, highwire, rpm 1		Tryptophan metabolism		intracellular///ligase activity///metal ion binding///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///ubiquitin cycle///zinc ion binding

		2		Rho		105689		0		0		0.9		0		0.825		2		0.862		Phr1		pam, highwire, rpm 1		Tryptophan metabolism		intracellular///ligase activity///metal ion binding///nucleus///protein binding///regulation of transcription, DNA-dependent///transcription///ubiquitin cycle///zinc ion binding

		2		Rho		106042		0		0		0.9		0		0.897		2		0.899		Prickle1		prickle like 1 (Drosophila)		Wnt signaling pathway		metal ion binding///zinc ion binding

		2		Nrl		106042		0		0		0.7		0		0.945		2		0.823		Prickle1		prickle like 1 (Drosophila)		Wnt signaling pathway		metal ion binding///zinc ion binding

		2		Nrl		107338		0		0.833		0		0		0.655		2		0.744		Gbf1		golgi-specific brefeldin A-resistance factor 1				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		107338		0		0		0.821		0		0.679		2		0.75		Gbf1		golgi-specific brefeldin A-resistance factor 1				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		107477		0		0		0.7		0		0.682		2		0.691		Guca1b		guanylate cyclase activator 1B				calcium ion binding///calcium sensitive guanylate cyclase activator activity///calcium sensitive guanylate cyclase activator activity///cell-cell signaling///fluid secretion///guanylate cyclase regulator activity///phototransduction///receptor guanylyl cyclase signaling pathway///regulation of guanylate cyclase activity///sensory perception///visual perception///visual perception

		2		Rho		107477		0		0		0.9		0		0.733		2		0.817		Guca1b		guanylate cyclase activator 1B				calcium ion binding///calcium sensitive guanylate cyclase activator activity///calcium sensitive guanylate cyclase activator activity///cell-cell signaling///fluid secretion///guanylate cyclase regulator activity///phototransduction///receptor guanylyl cyclase signaling pathway///regulation of guanylate cyclase activity///sensory perception///visual perception///visual perception

		2		Crx		107566		0		0.738		0		0.7		0		2		0.719		Arl2bp		ADP-ribosylation factor-like 2 binding protein				GTPase activator activity///biological process unknown///protein binding///small GTPase regulator activity///soluble fraction

		2		Chx10		107566		0		0		0.667		0.7		0.706		3		0.691		Arl2bp		ADP-ribosylation factor-like 2 binding protein				GTPase activator activity///biological process unknown///protein binding///small GTPase regulator activity///soluble fraction

		2		Nrl		107589		0		0.905		0		0.9		0.882		3		0.896		Mylk		myosin, light polypeptide kinase		Regulation of actin cytoskeleton///Focal adhesion///Calcium signaling pathway		ATP binding///calmodulin binding///cytoskeleton///cytoskeleton organization and biogenesis///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///protein serine/threonine kinase activity///transferase activity

		2		Crx		107589		0		0.81		0.667		0		0		2		0.738		Mylk		myosin, light polypeptide kinase		Regulation of actin cytoskeleton///Focal adhesion///Calcium signaling pathway		ATP binding///calmodulin binding///cytoskeleton///cytoskeleton organization and biogenesis///kinase activity///magnesium ion binding///metal ion binding///nucleotide binding///protein serine/threonine kinase activity///transferase activity

		2		Chx10		108014		0		0.707		0		0.9		0		2		0.803		Sfrs9		splicing factor, arginine/serine rich 9				RNA binding///RNA splicing factor activity, transesterification mechanism///mRNA processing///mRNA splice site selection///membrane///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus///spliceosome complex///transport///transporter activity

		2		Crx		108014		0		0		0.718		0.9		0		2		0.809		Sfrs9		splicing factor, arginine/serine rich 9				RNA binding///RNA splicing factor activity, transesterification mechanism///mRNA processing///mRNA splice site selection///membrane///nuclear mRNA splicing, via spliceosome///nucleic acid binding///nucleotide binding///nucleus///spliceosome complex///transport///transporter activity

		2		Nrl		108124		0		0.671		0		0.7		0.818		3		0.73		Napa		N-ethylmaleimide sensitive fusion protein attachment protein alpha				ER to Golgi vesicle-mediated transport///Golgi apparatus///apical protein localization///binding///brain development///endoplasmic reticulum///intracellular protein transport///intracellular transporter activity///neuron differentiation///protein transport///syntaxin binding///transport

		2		Rho		108124		0		0		0		0.8		0.838		2		0.819		Napa		N-ethylmaleimide sensitive fusion protein attachment protein alpha				ER to Golgi vesicle-mediated transport///Golgi apparatus///apical protein localization///binding///brain development///endoplasmic reticulum///intracellular protein transport///intracellular transporter activity///neuron differentiation///protein transport///syntaxin binding///transport

		2		Nrl		108159		0		0		0.9		0		0.845		2		0.873		Ubxd6		UBX domain containing 6				integral to membrane

		2		Rho		108159		0		0		0.7		0		0.861		2		0.781		Ubxd6		UBX domain containing 6				integral to membrane

		2		Rho		108705		0		0		0		0.7		0.656		2		0.678		Pttg1ip		pituitary tumor-transforming 1 interacting protein				development///integral to membrane///membrane///nucleus

		2		Nrl		108705		0		0		0		0.8		0.773		2		0.786		Pttg1ip		pituitary tumor-transforming 1 interacting protein				development///integral to membrane///membrane///nucleus

		2		Crx		109093		0		0.81		0.821		0		0		2		0.815		Rarsl		arginyl-tRNA synthetase-like				ATP binding///arginine-tRNA ligase activity///arginyl-tRNA aminoacylation///protein biosynthesis///tRNA aminoacylation for protein translation///tRNA ligase activity

		2		Rb1		109093		0		0		0.8		0.7		0		2		0.75		Rarsl		arginyl-tRNA synthetase-like				ATP binding///arginine-tRNA ligase activity///arginyl-tRNA aminoacylation///protein biosynthesis///tRNA aminoacylation for protein translation///tRNA ligase activity

		2		Chx10		109801		0		0		0.7		0.8		0		2		0.75		Glo1		glyoxalase 1		Pyruvate metabolism		carbohydrate metabolism///lactoylglutathione lyase activity///lactoylglutathione lyase activity///lyase activity///metal ion binding///zinc ion binding

		2		Neurod1		109801		0		0.738		0.8		0		0		2		0.769		Glo1		glyoxalase 1		Pyruvate metabolism		carbohydrate metabolism///lactoylglutathione lyase activity///lactoylglutathione lyase activity///lyase activity///metal ion binding///zinc ion binding

		2		Rho		109815		0		0		0.9		0		0.761		2		0.83		H47		histocompatibility 47				endoplasmic reticulum///integral to endoplasmic reticulum membrane///integral to membrane///intracellular protein transport///membrane///selenium binding

		2		Nrl		109815		0		0		0.7		0		0.782		2		0.741		H47		histocompatibility 47				endoplasmic reticulum///integral to endoplasmic reticulum membrane///integral to membrane///intracellular protein transport///membrane///selenium binding

		2		Rho		110532		0.781		0		0		0.9		0.934		3		0.872		Adarb1		adenosine deaminase, RNA-specific, B1				RNA binding///RNA processing///adenosine deaminase activity///double-stranded RNA adenosine deaminase activity///double-stranded RNA binding///hydrolase activity///intracellular///mRNA processing///metal ion binding///zinc ion binding

		2		Nrl		110532		0.838		0.81		0		0		0.918		3		0.855		Adarb1		adenosine deaminase, RNA-specific, B1				RNA binding///RNA processing///adenosine deaminase activity///double-stranded RNA adenosine deaminase activity///double-stranded RNA binding///hydrolase activity///intracellular///mRNA processing///metal ion binding///zinc ion binding

		2		Crx		110842		0		0		0.718		0.9		0		2		0.809		Etfa		electron transferring flavoprotein, alpha polypeptide				electron carrier activity///electron carrier activity///electron transfer flavoprotein complex (sensu Eukaryota)///electron transport///electron transporter activity///mitochondrion///mitochondrion///transport

		2		Rb1		110842		0		0.714		0.9		0		0.709		3		0.774		Etfa		electron transferring flavoprotein, alpha polypeptide				electron carrier activity///electron carrier activity///electron transfer flavoprotein complex (sensu Eukaryota)///electron transport///electron transporter activity///mitochondrion///mitochondrion///transport

		2		Rho		110911		0.734		0		0		0		0.825		2		0.779		Cds2		CDP-diacylglycerol synthase (phosphatidate cytidylyltransferase) 2				endoplasmic reticulum///integral to membrane///membrane///nucleotidyltransferase activity///phosphatidate cytidylyltransferase activity///phospholipid biosynthesis///transferase activity

		2		Nrl		110911		0.711		0.786		0		0		0.864		3		0.787		Cds2		CDP-diacylglycerol synthase (phosphatidate cytidylyltransferase) 2				endoplasmic reticulum///integral to membrane///membrane///nucleotidyltransferase activity///phosphatidate cytidylyltransferase activity///phospholipid biosynthesis///transferase activity

		2		Rho		113868		0.932		0		0		0.7		0		2		0.816		Acaa1a		acetyl-Coenzyme A acyltransferase 1A		Valine, leucine and isoleucine degradation///Fatty acid metabolism///Bile acid biosynthesis///Benzoate degradation via hydroxylation		acetyl-CoA C-acetyltransferase activity///acetyl-CoA C-acyltransferase activity///acyltransferase activity///fatty acid metabolism///lipid metabolism///peroxisome///transferase activity

		2		Nrl		113868		0.853		0		0		0.8		0		2		0.827		Acaa1a		acetyl-Coenzyme A acyltransferase 1A		Valine, leucine and isoleucine degradation///Fatty acid metabolism///Bile acid biosynthesis///Benzoate degradation via hydroxylation		acetyl-CoA C-acetyltransferase activity///acetyl-CoA C-acyltransferase activity///acyltransferase activity///fatty acid metabolism///lipid metabolism///peroxisome///transferase activity

		2		Crx		114143		0.719		0.929		0.718		0		0		3		0.789		Atp6v0b		ATPase, H+ transporting, lysosomal V0 subunit c''		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP hydrolysis coupled proton transport///ATP synthesis coupled proton transport///endosome///hydrogen ion transporter activity///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-translocating V-type ATPase complex///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///integral to membrane///integral to membrane///ion transport///membrane///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport///vacuole

		2		Nrl		114143		0.79		0.929		0		1		0		3		0.906		Atp6v0b		ATPase, H+ transporting, lysosomal V0 subunit c''		Oxidative phosphorylation///ATP synthesis		ATP biosynthesis///ATP hydrolysis coupled proton transport///ATP synthesis coupled proton transport///endosome///hydrogen ion transporter activity///hydrogen-exporting ATPase activity, phosphorylative mechanism///hydrogen-translocating V-type ATPase complex///hydrogen-transporting ATP synthase activity, rotational mechanism///hydrogen-transporting ATPase activity, rotational mechanism///hydrolase activity///integral to membrane///integral to membrane///ion transport///membrane///metal ion binding///proton transport///proton-transporting two-sector ATPase complex///transport///vacuole

		2		Nrl		114874		0		0		0.7		0		0.845		2		0.773		Ddhd1		DDHD domain containing 1		Butanoate metabolism///2,4-Dichlorobenzoate degradation///Alkaloid biosynthesis II		hydrolase activity///lipid catabolism///metal ion binding

		2		Rho		114874		0		0		0.9		0.9		0.911		3		0.904		Ddhd1		DDHD domain containing 1		Butanoate metabolism///2,4-Dichlorobenzoate degradation///Alkaloid biosynthesis II		hydrolase activity///lipid catabolism///metal ion binding

		2		Nrl		117109		0.72		0		0		0		0.664		2		0.692		Pop5		processing of precursor 5, ribonuclease P/MRP family (S. cerevisiae)				nucleolar ribonuclease P complex///rRNA processing///ribonuclease MRP activity///ribonuclease MRP complex///ribonuclease P activity///tRNA processing

		2		Nr2e3		117109		0.659		0		0		0		0.7		2		0.68		Pop5		processing of precursor 5, ribonuclease P/MRP family (S. cerevisiae)				nucleolar ribonuclease P complex///rRNA processing///ribonuclease MRP activity///ribonuclease MRP complex///ribonuclease P activity///tRNA processing

		2		Nrl		117150		0		0		0.9		0.8		0		2		0.85		Pip5k2c		phosphatidylinositol-4-phosphate 5-kinase, type II, gamma		Regulation of actin cytoskeleton///Inositol phosphate metabolism///Phosphatidylinositol signaling system		1-phosphatidylinositol-4-phosphate 5-kinase activity///kinase activity

		2		Rho		117150		0		0		1		0.7		0		2		0.85		Pip5k2c		phosphatidylinositol-4-phosphate 5-kinase, type II, gamma		Regulation of actin cytoskeleton///Inositol phosphate metabolism///Phosphatidylinositol signaling system		1-phosphatidylinositol-4-phosphate 5-kinase activity///kinase activity

		2		Rho		140579		0		0		0.975		0		0.838		2		0.906		Elmo2		engulfment and cell motility 2, ced-12 homolog (C. elegans)				apoptosis///binding///biological process unknown///cellular component unknown///cytoskeleton///membrane///molecular function unknown///phagocytosis

		2		Nrl		140579		0		0		0.821		0		0.864		2		0.842		Elmo2		engulfment and cell motility 2, ced-12 homolog (C. elegans)				apoptosis///binding///biological process unknown///cellular component unknown///cytoskeleton///membrane///molecular function unknown///phagocytosis

		2		Nr2e3		170638		0		0		0.7		0		0.827		2		0.764		Hpcal4		hippocalcin-like 4				calcium ion binding

		2		Nrl		170638		0		0.667		0.7		0		0		2		0.683		Hpcal4		hippocalcin-like 4				calcium ion binding

		2		Nrl		170735		0		0		0.9		0		0.945		2		0.923		Arr3		arrestin 3, retinal				sensory perception///signal transduction///visual perception

		2		Rho		170735		0		0		1		0		0.989		2		0.994		Arr3		arrestin 3, retinal				sensory perception///signal transduction///visual perception

		2		Rb1		170759		0		0		0.9		1		0		2		0.95		Atp13a1		ATPase type 13A1				ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///catalytic activity///cation transport///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///magnesium ion binding///membrane///metabolism///metal ion binding///nucleotide binding

		2		Neurod1		170759		0		0		0.7		0.9		0		2		0.8		Atp13a1		ATPase type 13A1				ATP binding///ATPase activity///ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism///catalytic activity///cation transport///hydrolase activity///hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances///integral to membrane///magnesium ion binding///membrane///metabolism///metal ion binding///nucleotide binding

		2		Rho		170788		0		0		1		0		0.925		2		0.962		Crb1		crumbs homolog 1 (Drosophila)				calcium ion binding///cellular component unknown///eye photoreceptor cell development///integral to membrane///membrane///membrane organization and biogenesis///molecular function unknown///sensory perception///visual perception

		2		Nrl		170788		0		0		0.9		0		0.945		2		0.923		Crb1		crumbs homolog 1 (Drosophila)				calcium ion binding///cellular component unknown///eye photoreceptor cell development///integral to membrane///membrane///membrane organization and biogenesis///molecular function unknown///sensory perception///visual perception

		2		Rho		171212		0		0		0.667		0.7		0.916		3		0.761		Galnt10		UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 10		O-Glycan biosynthesis		Golgi stack///calcium ion binding///integral to membrane///manganese ion binding///membrane///polypeptide N-acetylgalactosaminyltransferase activity///protein amino acid O-linked glycosylation///sugar binding///transferase activity///transferase activity, transferring glycosyl groups

		2		Nrl		171212		0		0.81		0.667		0.8		0.855		4		0.783		Galnt10		UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 10		O-Glycan biosynthesis		Golgi stack///calcium ion binding///integral to membrane///manganese ion binding///membrane///polypeptide N-acetylgalactosaminyltransferase activity///protein amino acid O-linked glycosylation///sugar binding///transferase activity///transferase activity, transferring glycosyl groups

		2		Nrl		193740		0		0.81		0.7		0.8		0		3		0.77		Hspa1a		heat shock protein 1A		MAPK signaling pathway///Antigen processing and presentation		ATP binding///DNA repair///nucleotide binding///protein folding///response to heat///response to heat///response to unfolded protein///telomere maintenance

		2		Rho		193740		0		0		0.9		0.7		0		2		0.8		Hspa1a		heat shock protein 1A		MAPK signaling pathway///Antigen processing and presentation		ATP binding///DNA repair///nucleotide binding///protein folding///response to heat///response to heat///response to unfolded protein///telomere maintenance

		2		Neurod1		207740		0.957		0		0.9		0		0		2		0.928		1500031H01Rik		RIKEN cDNA 1500031H01 gene

		2		Otx2		207740		0.675		0		0.7		0		0		2		0.688		1500031H01Rik		RIKEN cDNA 1500031H01 gene

		2		Rho		207792		0		0		0.9		0		0.957		2		0.928		BC034090		cDNA sequence BC034090

		2		Nrl		207792		0		0		1		0		0.909		2		0.955		BC034090		cDNA sequence BC034090

		2		Nrl		210582		0		0.833		0.9		0		0		2		0.867		Gm1		gene model 1, (NCBI)

		2		Rho		210582		0		0		1		0.7		0		2		0.85		Gm1		gene model 1, (NCBI)

		2		Rb1		210998		0		0.667		0.9		0.9		0		3		0.822		D15Ertd621e		DNA segment, Chr 15, ERATO Doi 621, expressed

		2		Neurod1		210998		0		0		0.7		0.7		0		2		0.7		D15Ertd621e		DNA segment, Chr 15, ERATO Doi 621, expressed

		2		Nr2e3		211548		0.702		0		0		0		0.7		2		0.701		Nomo1		nodal modulator 1

		2		Nrl		211548		0.765		0		0		0		0.745		2		0.755		Nomo1		nodal modulator 1

		2		Crx		211556		0		0		0.718		0.8		0		2		0.759		BC002199		cDNA sequence BC002199

		2		Rb1		211556		0		0.857		0.9		0		0		2		0.879		BC002199		cDNA sequence BC002199

		2		Nrl		212111		0		0		0		0.7		0.818		2		0.759		Inpp5a		inositol polyphosphate-5-phosphatase A		Phosphatidylinositol signaling system///Inositol phosphate metabolism		inositol phosphate dephosphorylation///inositol-polyphosphate 5-phosphatase activity///membrane fraction

		2		Rho		212111		0		0		0		0.8		0.806		2		0.803		Inpp5a		inositol polyphosphate-5-phosphatase A		Phosphatidylinositol signaling system///Inositol phosphate metabolism		inositol phosphate dephosphorylation///inositol-polyphosphate 5-phosphatase activity///membrane fraction

		2		Crx		212531		0		0.81		0.821		0		0		2		0.815		Sh3bgrl2		SH3 domain binding glutamic acid-rich protein like 2				nucleus

		2		Rho		212531		0		0		0.7		0.7		0		2		0.7		Sh3bgrl2		SH3 domain binding glutamic acid-rich protein like 2				nucleus

		2		Rho		213006		0		0		0.8		0.9		0.936		3		0.879		A930031D07Rik		RIKEN cDNA A930031D07 gene

		2		Nrl		213006		0		0.905		0.9		0		0.87		3		0.892		A930031D07Rik		RIKEN cDNA A930031D07 gene

		2		Nrl		213084		0		0		0.821		0		0.791		2		0.806		Cdkl3		cyclin-dependent kinase-like 3				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Rho		213084		0		0		0.718		0		0.87		2		0.794		Cdkl3		cyclin-dependent kinase-like 3				ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein-tyrosine kinase activity///transferase activity

		2		Rho		214111		0.759		0		0.9		0		0.925		3		0.861		Slc24a1		solute carrier family 24 (sodium/potassium/calcium exchanger), member 1				calcium ion transport///calcium, potassium:sodium antiporter activity///integral to membrane///visual perception

		2		Nrl		214111		0		0		0.7		0		0.927		2		0.814		Slc24a1		solute carrier family 24 (sodium/potassium/calcium exchanger), member 1				calcium ion transport///calcium, potassium:sodium antiporter activity///integral to membrane///visual perception

		2		Nrl		214189		0		0		0.8		0		0.864		2		0.832		Scgn		secretagogin, EF-hand calcium binding protein				calcium ion binding

		2		Rho		214189		0		0		0.9		0		0.943		2		0.922		Scgn		secretagogin, EF-hand calcium binding protein				calcium ion binding

		2		Neurod1		214290		0		0.659		0.667		0		0		2		0.663		Zcchc6		zinc finger, CCHC domain containing 6				metal ion binding///nucleic acid binding///nucleotidyltransferase activity///nucleus///zinc ion binding

		2		Rb1		214290		0		0.683		0.821		0		0		2		0.752		Zcchc6		zinc finger, CCHC domain containing 6				metal ion binding///nucleic acid binding///nucleotidyltransferase activity///nucleus///zinc ion binding

		2		Nrl		214597		0		0		0		0.7		0.918		2		0.809		Sidt2		SID1 transmembrane family, member 2				integral to membrane///membrane

		2		Rho		214597		0		0		0		0.8		0.916		2		0.858		Sidt2		SID1 transmembrane family, member 2				integral to membrane///membrane

		2		Rho		216551		0.795		0		0.7		0.9		0		3		0.798		1110067D22Rik		RIKEN cDNA 1110067D22 gene				sugar binding

		2		Crx		216551		0.66		0		0.975		0		0		2		0.817		1110067D22Rik		RIKEN cDNA 1110067D22 gene				sugar binding

		2		Rb1		216805		0		0		0.872		0.9		0		2		0.886		Flcn		folliculin				biological process unknown///cellular component unknown///molecular function unknown

		2		Neurod1		216805		0.829		0		0		0.7		0		2		0.764		Flcn		folliculin				biological process unknown///cellular component unknown///molecular function unknown

		2		Crx		216873		0.717		0.905		0.821		0.7		0		4		0.786		Spag7		sperm associated antigen 7				nucleic acid binding///nucleus

		2		Nrl		216873		0.711		0.714		0		0		0		2		0.713		Spag7		sperm associated antigen 7				nucleic acid binding///nucleus

		2		Nrl		217039		0		0		0.821		0		0.891		2		0.856		Ggnbp2		gametogenetin binding protein 2				biological process unknown///cytoplasm///nucleus///protein binding

		2		Rho		217039		0		0		0.667		0		0.916		2		0.791		Ggnbp2		gametogenetin binding protein 2				biological process unknown///cytoplasm///nucleus///protein binding

		2		Crx		217109		0		0		0.667		0.9		0		2		0.783		Wdr50		WD repeat domain 50

		2		Chx10		217109		0		0.738		0		0.9		0		2		0.819		Wdr50		WD repeat domain 50

		2		Nrl		218461		0		0		0.7		0		0.664		2		0.682		Pde8b		phosphodiesterase 8B		Purine metabolism		3',5'-cyclic-nucleotide phosphodiesterase activity///hydrolase activity

		2		Nr2e3		218461		0		0		0.7		0		0.691		2		0.695		Pde8b		phosphodiesterase 8B		Purine metabolism		3',5'-cyclic-nucleotide phosphodiesterase activity///hydrolase activity

		2		Neurod1		218490		0		0		0.7		0.8		0		2		0.75		Btf3		basic transcription factor 3				nucleus///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Rb1		218490		0		0.738		0.9		0		0		2		0.819		Btf3		basic transcription factor 3				nucleus///regulation of transcription, DNA-dependent///transcription///transcription factor activity///transcription factor complex

		2		Nrl		218756		0		0.81		0.9		0.9		0		3		0.87		Slc4a7		solute carrier family 4, sodium bicarbonate cotransporter, member 7				anion transport///inorganic anion exchanger activity///membrane

		2		Crx		218756		0		0.952		0.667		0		0		2		0.81		Slc4a7		solute carrier family 4, sodium bicarbonate cotransporter, member 7				anion transport///inorganic anion exchanger activity///membrane

		2		Rb1		223455		0		0.738		0.9		0.9		0		3		0.846		03/06/06		membrane-associated ring finger (C3HC4) 6				integral to membrane///metal ion binding///ubiquitin cycle///zinc ion binding

		2		Neurod1		223455		0		0		0.7		0.7		0		2		0.7		03/06/06		membrane-associated ring finger (C3HC4) 6				integral to membrane///metal ion binding///ubiquitin cycle///zinc ion binding

		2		Otx2		223649		0.652		0		0.8		0		0		2		0.726		Nrbp2		nuclear receptor binding protein 2				receptor activity

		2		Rb1		223649		0		0		0		0.7		0.836		2		0.768		Nrbp2		nuclear receptor binding protein 2				receptor activity

		2		Neurod1		223770		0		0		0.9		0.7		0		2		0.8		Brd1		bromodomain containing 1				biological process unknown///molecular function unknown///nucleus

		2		Rb1		223770		0		0.69		0.8		0.9		0		3		0.797		Brd1		bromodomain containing 1				biological process unknown///molecular function unknown///nucleus

		2		Nrl		224088		0		0		0.671		0		0.664		2		0.667		Atp13a3		ATPase type 13A3				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		224088		0		0		0.894		0		0.67		2		0.782		Atp13a3		ATPase type 13A3				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		225028		0		0.802		0.7		0.7		0		3		0.734		Map4k3		mitogen-activated protein kinase kinase kinase kinase 3		MAPK signaling pathway		ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///small GTPase regulator activity///transferase activity

		2		Crx		225028		0		0.886		0.667		0		0		2		0.777		Map4k3		mitogen-activated protein kinase kinase kinase kinase 3		MAPK signaling pathway		ATP binding///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///small GTPase regulator activity///transferase activity

		2		Rb1		225280		0		0		0.9		0.7		0		2		0.8		D030070L09Rik		RIKEN cDNA D030070L09 gene

		2		Crx		225280		0		0.714		0.718		0		0		2		0.716		D030070L09Rik		RIKEN cDNA D030070L09 gene

		2		Neurod1		225288		0		0		0.7		0.8		0		2		0.75

		2		Rb1		225288		0		0		0.9		0.9		0		2		0.9

		2		Neurod1		225888		0.765		0		0.7		0		0		2		0.732		Suv420h1		suppressor of variegation 4-20 homolog 1 (Drosophila)				condensed nuclear chromosome, pericentric region///histone lysine N-methyltransferase activity (H4-K20 specific)///histone methylation///nucleus

		2		Otx2		225888		0.747		0		0.9		0		0		2		0.823		Suv420h1		suppressor of variegation 4-20 homolog 1 (Drosophila)				condensed nuclear chromosome, pericentric region///histone lysine N-methyltransferase activity (H4-K20 specific)///histone methylation///nucleus

		2		Nrl		225898		0		0		0.8		0		0.909		2		0.855		Eml3		echinoderm microtubule associated protein like 3				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		225898		0		0		0.9		0		0.852		2		0.876		Eml3		echinoderm microtubule associated protein like 3				biological process unknown///cellular component unknown///molecular function unknown

		2		Nrl		226151		0		0		0.821		0		0.927		2		0.874		6030443O07Rik		RIKEN cDNA 6030443O07 gene

		2		Rho		226151		0		0		0.667		0		0.952		2		0.81		6030443O07Rik		RIKEN cDNA 6030443O07 gene

		2		Rho		226251		0		0		0.9		0.7		0.788		3		0.796		Ablim1		actin-binding LIM protein 1		Axon guidance		actin binding///actin cytoskeleton///axon guidance///cytoskeleton///cytoskeleton organization and biogenesis///metal ion binding///zinc ion binding

		2		Nrl		226251		0		0.738		0.7		0.8		0.736		4		0.744		Ablim1		actin-binding LIM protein 1		Axon guidance		actin binding///actin cytoskeleton///axon guidance///cytoskeleton///cytoskeleton organization and biogenesis///metal ion binding///zinc ion binding

		2		Rho		226849		0		0		0.7		0.9		0.929		3		0.843		Ppp2r5a		protein phosphatase 2, regulatory subunit B (B56), alpha isoform				binding///protein phosphatase type 2A complex///protein phosphatase type 2A regulator activity///signal transduction

		2		Nrl		226849		0		0.786		0		0		0.909		2		0.847		Ppp2r5a		protein phosphatase 2, regulatory subunit B (B56), alpha isoform				binding///protein phosphatase type 2A complex///protein phosphatase type 2A regulator activity///signal transduction

		2		Rho		226856		0		0		0.9		0		0.943		2		0.922		Lpgat1		lysophosphatidylglycerol acyltransferase 1				acyltransferase activity///endoplasmic reticulum///integral to membrane///membrane///metabolism///phospholipid biosynthesis///transferase activity

		2		Nrl		226856		0		0		0.7		0		0.891		2		0.795		Lpgat1		lysophosphatidylglycerol acyltransferase 1				acyltransferase activity///endoplasmic reticulum///integral to membrane///membrane///metabolism///phospholipid biosynthesis///transferase activity

		2		Crx		227298		0.831		0.667		0		0.7		0		3		0.733		BC038286		cDNA sequence BC038286				integral to membrane///membrane

		2		Nrl		227298		0.844		0.929		0		0		0		2		0.886		BC038286		cDNA sequence BC038286				integral to membrane///membrane

		2		Nrl		227800		0		0		1		0		0.909		2		0.955		Rabgap1		RAB GTPase activating protein 1

		2		Rho		227800		0		0		0.9		0		0.897		2		0.899		Rabgap1		RAB GTPase activating protein 1

		2		Rho		227937		0		0		0		0.8		0.806		2		0.803		Pkp4		plakophilin 4				binding///cell adhesion///cytoskeleton///protein binding///structural molecule activity

		2		Nrl		227937		0		0		0		0.7		0.836		2		0.768		Pkp4		plakophilin 4				binding///cell adhesion///cytoskeleton///protein binding///structural molecule activity

		2		Rho		228355		0.859		0		0.7		0		0		2		0.779		Madd		MAP-kinase activating death domain				apoptosis///kinase activity///regulation of apoptosis

		2		Crx		228355		0.673		0		0.821		0		0		2		0.747		Madd		MAP-kinase activating death domain				apoptosis///kinase activity///regulation of apoptosis

		2		Crx		228356		0		0.857		0.667		0		0		2		0.762		1110051M20Rik		RIKEN cDNA 1110051M20 gene

		2		Nr2e3		228356		0		0		0.7		0		0.791		2		0.745		1110051M20Rik		RIKEN cDNA 1110051M20 gene

		2		Nrl		229227		0		0		0.8		0		0.873		2		0.836		4932438A13Rik		RIKEN cDNA 4932438A13 gene

		2		Rho		229227		0.673		0		0.9		0		0.879		3		0.817		4932438A13Rik		RIKEN cDNA 4932438A13 gene

		2		Rho		229517		0		0		0.9		0.7		0.77		3		0.79		B430110G05Rik		RIKEN cDNA B430110G05 gene				binding///integral to membrane///membrane///mitochondrial inner membrane///transport///transporter activity

		2		Nrl		229517		0		0		0.7		0.8		0.755		3		0.752		B430110G05Rik		RIKEN cDNA B430110G05 gene				binding///integral to membrane///membrane///mitochondrial inner membrane///transport///transporter activity

		2		Rho		229709		0		0		0.7		0.7		0		2		0.7		Ahcyl1		S-adenosylhomocysteine hydrolase-like 1		Methionine metabolism///Selenoamino acid metabolism		adenosylhomocysteinase activity///cellular component unknown///hydrolase activity///one-carbon compound metabolism

		2		Nrl		229709		0		0.738		0		0.8		0		2		0.769		Ahcyl1		S-adenosylhomocysteine hydrolase-like 1		Methionine metabolism///Selenoamino acid metabolism		adenosylhomocysteinase activity///cellular component unknown///hydrolase activity///one-carbon compound metabolism

		2		Rho		230866		0		0		1		0		0.797		2		0.899		C230096C10Rik		RIKEN cDNA C230096C10 gene

		2		Nrl		230866		0		0		0.9		0		0.809		2		0.855		C230096C10Rik		RIKEN cDNA C230096C10 gene

		2		Rho		231214		0		0		0.9		0		0.87		2		0.885		5730509K17Rik		RIKEN cDNA 5730509K17 gene

		2		Nrl		231214		0		0		0.8		0		0.864		2		0.832		5730509K17Rik		RIKEN cDNA 5730509K17 gene

		2		Crx		231430		0		0.667		0		0.9		0		2		0.783		BC038311		cDNA sequence BC038311				integral to membrane///membrane///mitochondrion///protein insertion into membrane

		2		Nrl		231430		0		0.738		0.7		0		0		2		0.719		BC038311		cDNA sequence BC038311				integral to membrane///membrane///mitochondrion///protein insertion into membrane

		2		Crx		231871		0		0.714		0.975		0		0		2		0.844		E330036I19Rik		RIKEN cDNA E330036I19 gene				catalytic activity///lipid metabolism///triacylglycerol lipase activity

		2		Nrl		231871		0		0.833		0		0		0.809		2		0.821		E330036I19Rik		RIKEN cDNA E330036I19 gene				catalytic activity///lipid metabolism///triacylglycerol lipase activity

		2		Neurod1		231874		0.675		0		0		0.8		0		2		0.738		AU022870		expressed sequence AU022870

		2		Crx		231874		0.708		0		0.718		0		0		2		0.713		AU022870		expressed sequence AU022870

		2		Nrl		232087		0.777		0		0.975		0		0.727		3		0.826		Mat2a		methionine adenosyltransferase II, alpha		Selenoamino acid metabolism///Methionine metabolism		ATP binding///S-adenosylmethionine biosynthesis///magnesium ion binding///metal ion binding///methionine adenosyltransferase activity///nucleotide binding///one-carbon compound metabolism///potassium ion binding///transferase activity

		2		Rho		232087		0.842		0		0.975		0		0.697		3		0.838		Mat2a		methionine adenosyltransferase II, alpha		Selenoamino acid metabolism///Methionine metabolism		ATP binding///S-adenosylmethionine biosynthesis///magnesium ion binding///metal ion binding///methionine adenosyltransferase activity///nucleotide binding///one-carbon compound metabolism///potassium ion binding///transferase activity

		2		Nrl		232288		0		0		0.8		0		0.909		2		0.855		Frmd4b		FERM domain containing 4B				binding///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane

		2		Rho		232288		0		0		0.9		0		0.929		2		0.915		Frmd4b		FERM domain containing 4B				binding///cytoplasm///cytoskeletal protein binding///cytoskeleton///membrane

		2		Nrl		232811		0		0.97		0.718		0		0.691		3		0.793		Suv420h2		suppressor of variegation 4-20 homolog 2 (Drosophila)				condensed nuclear chromosome, pericentric region///histone lysine N-methyltransferase activity (H4-K20 specific)///histone methylation///nucleus

		2		Crx		232811		0		0.731		0		0.9		0		2		0.815		Suv420h2		suppressor of variegation 4-20 homolog 2 (Drosophila)				condensed nuclear chromosome, pericentric region///histone lysine N-methyltransferase activity (H4-K20 specific)///histone methylation///nucleus

		2		Nrl		233073		0		0		0		0.8		0.8		2		0.8		U2af1l4		U2 small nuclear RNA auxiliary factor 1-like 4				RNA binding///nucleic acid binding///nucleus

		2		Rho		233073		0		0		0		0.7		0.702		2		0.701		U2af1l4		U2 small nuclear RNA auxiliary factor 1-like 4				RNA binding///nucleic acid binding///nucleus

		2		Nrl		233280		0		0		0.7		0		0.745		2		0.723		Nipa1		non imprinted in Prader-Willi/Angelman syndrome 1 homolog (human)				integral to membrane///membrane

		2		Rho		233280		0		0		0.9		0		0.856		2		0.878		Nipa1		non imprinted in Prader-Willi/Angelman syndrome 1 homolog (human)				integral to membrane///membrane

		2		Chx10		234734		0.652		0		0		1		0		2		0.826		Aars		alanyl-tRNA synthetase		Aminoacyl-tRNA synthetases///Alanine and aspartate metabolism		ATP binding///alanine-tRNA ligase activity///alanyl-tRNA aminoacylation///ligase activity///nucleic acid binding///nucleotide binding///protein biosynthesis///tRNA ligase activity

		2		Nrl		234734		0		0.81		0		0		0.809		2		0.809		Aars		alanyl-tRNA synthetase		Aminoacyl-tRNA synthetases///Alanine and aspartate metabolism		ATP binding///alanine-tRNA ligase activity///alanyl-tRNA aminoacylation///ligase activity///nucleic acid binding///nucleotide binding///protein biosynthesis///tRNA ligase activity

		2		Rb1		235441		0		0.738		0.9		0.7		0		3		0.779		Usp3		ubiquitin specific peptidase 3				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///metal ion binding///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism///zinc ion binding

		2		Neurod1		235441		0		0		0.7		0.9		0		2		0.8		Usp3		ubiquitin specific peptidase 3				cysteine-type endopeptidase activity///cysteine-type peptidase activity///hydrolase activity///metal ion binding///peptidase activity///ubiquitin cycle///ubiquitin thiolesterase activity///ubiquitin-dependent protein catabolism///zinc ion binding

		2		Rho		235604		0.744		0		0		0		0.934		2		0.839		Camkv		CaM kinase-like vesicle-associated				ATP binding///autophagy///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein transport///protein-tyrosine kinase activity///transferase activity///transport

		2		Nrl		235604		0.81		0		0		0		0.855		2		0.832		Camkv		CaM kinase-like vesicle-associated				ATP binding///autophagy///kinase activity///nucleotide binding///protein amino acid phosphorylation///protein kinase activity///protein serine/threonine kinase activity///protein transport///protein-tyrosine kinase activity///transferase activity///transport

		2		Nrl		236848		0		0		0		0.7		0.882		2		0.791		BC023829		cDNA sequence BC023829

		2		Rho		236848		0		0		0		0.8		0.856		2		0.828		BC023829		cDNA sequence BC023829

		2		Rho		237500		0		0		0.9		0		0.847		2		0.874		Tmtc3		transmembrane and tetratricopeptide repeat containing 3

		2		Nrl		237500		0		0		1		0		0.755		2		0.877		Tmtc3		transmembrane and tetratricopeptide repeat containing 3

		2		Rho		239037		0		0		0.9		0		0.815		2		0.858		Lrrc21		leucine rich repeat containing 21				endoplasmic reticulum///integral to membrane///membrane

		2		Nrl		239037		0		0		0.7		0		0.736		2		0.718		Lrrc21		leucine rich repeat containing 21				endoplasmic reticulum///integral to membrane///membrane

		2		Nrl		239554		0		0		0.7		0		0.845		2		0.773		D15Bwg0759e		DNA segment, Chr 15, Brigham & Women's Genetics 0759 expressed

		2		Rho		239554		0		0		0.9		0		0.806		2		0.853		D15Bwg0759e		DNA segment, Chr 15, Brigham & Women's Genetics 0759 expressed

		2		Rho		240595		0		0		1		0		0.907		2		0.953		Kcnv2		potassium channel, subfamily V, member 2				integral to membrane///ion channel activity///ion transport///transport

		2		Nrl		240595		0		0		0.9		0		0.836		2		0.868		Kcnv2		potassium channel, subfamily V, member 2				integral to membrane///ion channel activity///ion transport///transport

		2		Nrl		240753		0		0		0.7		0		0.764		2		0.732		Plekha6		pleckstrin homology domain containing, family A member 6

		2		Rho		240753		0		0		0.9		0		0.715		2		0.808		Plekha6		pleckstrin homology domain containing, family A member 6

		2		Rb1		242291		0		0.786		0.9		0		0		2		0.843		Impad1		inositol monophosphatase domain containing 1

		2		Neurod1		242291		0		0		0.7		0.7		0		2		0.7		Impad1		inositol monophosphatase domain containing 1

		2		Rho		242584		0		0		0.9		0.8		0.907		3		0.869		Wdr78		WD repeat domain 78

		2		Nrl		242584		0		0.81		0.8		0.7		0.873		4		0.796		Wdr78		WD repeat domain 78

		2		Rho		242607		0.758		0		0.7		0		0		2		0.729		Slc1a7		solute carrier family 1 (glutamate transporter), member 7				L-glutamate transporter activity///dicarboxylic acid transport///integral to membrane///membrane///organic acid:sodium symporter activity///transport

		2		Crx		242607		0.926		0		0.821		0		0		2		0.873		Slc1a7		solute carrier family 1 (glutamate transporter), member 7				L-glutamate transporter activity///dicarboxylic acid transport///integral to membrane///membrane///organic acid:sodium symporter activity///transport

		2		Rho		243923		0		0		0.9		0		0.888		2		0.894		Rgs9bp		regulator of G-protein signalling 9 binding protein				detection of light stimulus during visual perception///integral to membrane

		2		Nrl		243923		0		0		0.7		0		0.845		2		0.773		Rgs9bp		regulator of G-protein signalling 9 binding protein				detection of light stimulus during visual perception///integral to membrane

		2		Rho		244757		0		0		0.9		0		0.89		2		0.895		BC038479		cDNA sequence BC038479				beta-galactosidase activity

		2		Nrl		244757		0		0		0.7		0		0.829		2		0.765		BC038479		cDNA sequence BC038479				beta-galactosidase activity

		2		Rb1		245944		0		0.868		0		0		0.773		2		0.82		Vps54		vacuolar protein sorting 54 (yeast)				biological process unknown///cellular component unknown///molecular function unknown///protein binding///protein transport///retrograde transport, endosome to Golgi///transport

		2		Nrl		245944		0		0		0		0.9		0.973		2		0.936		Vps54		vacuolar protein sorting 54 (yeast)				biological process unknown///cellular component unknown///molecular function unknown///protein binding///protein transport///retrograde transport, endosome to Golgi///transport

		2		Nrl		263406		0		0		0.975		0		0.809		2		0.892		Plekhg3		pleckstrin homology domain containing, family G (with RhoGef domain) member 3				guanyl-nucleotide exchange factor activity

		2		Rho		263406		0		0		0.821		0		0.907		2		0.864		Plekhg3		pleckstrin homology domain containing, family G (with RhoGef domain) member 3				guanyl-nucleotide exchange factor activity

		2		Neurod1		266690		0		0.81		0.7		0		0		2		0.755		Cyb5r4		cytochrome b5 reductase 4				cytochrome-b5 reductase activity///cytoplasm///heme binding///heme metabolism

		2		Rb1		266690		0		0.786		0.9		0		0.697		3		0.794		Cyb5r4		cytochrome b5 reductase 4				cytochrome-b5 reductase activity///cytoplasm///heme binding///heme metabolism

		2		Nrl		268470		0		0		0		0.7		0.818		2		0.759		Ube2z		ubiquitin-conjugating enzyme E2Z (putative)				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		268470		0		0		0.7		0.8		0.843		3		0.781		Ube2z		ubiquitin-conjugating enzyme E2Z (putative)				biological process unknown///cellular component unknown///molecular function unknown

		2		Rho		268567		0		0		0.9		0.7		0		2		0.8		6330442E10Rik		RIKEN cDNA 6330442E10 gene

		2		Nrl		268567		0		0.833		0.8		0.8		0.655		4		0.772		6330442E10Rik		RIKEN cDNA 6330442E10 gene

		2		Rho		268723		0		0		0.7		0		0.884		2		0.792		A830039N20Rik		RIKEN cDNA A830039N20 gene

		2		Nrl		268723		0.757		0		0		0		0.864		2		0.81		A830039N20Rik		RIKEN cDNA A830039N20 gene

		2		Chx10		268903		0		0.755		0		0.9		0		2		0.827		Nrip1		nuclear receptor interacting protein 1				negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///receptor activity///regulation of transcription, DNA-dependent///transcription///transcription corepressor activity

		2		Crx		268903		0		0		0.667		0.9		0		2		0.783		Nrip1		nuclear receptor interacting protein 1				negative regulation of transcription from RNA polymerase II promoter///nucleus///protein binding///receptor activity///regulation of transcription, DNA-dependent///transcription///transcription corepressor activity

		2		Rho		269116		0		0		0.9		0		0.679		2		0.789		Nfasc		neurofascin		Cell adhesion molecules (CAMs)		cell adhesion///integral to membrane///membrane///protein binding

		2		Nrl		269116		0		0		1		0		0.7		2		0.85		Nfasc		neurofascin		Cell adhesion molecules (CAMs)		cell adhesion///integral to membrane///membrane///protein binding

		2		Nrl		269615		0.747		0		0.9		0		0.936		3		0.861		Plcl4		phospholipase C-like 4				calcium ion binding///hydrolase activity///intracellular signaling cascade///lipid catabolism///phosphoinositide metabolism///phospholipase C activity///phospholipase C activity///plasma membrane///signal transducer activity///signal transduction

		2		Rho		269615		0		0		0.8		0		0.87		2		0.835		Plcl4		phospholipase C-like 4				calcium ion binding///hydrolase activity///intracellular signaling cascade///lipid catabolism///phosphoinositide metabolism///phospholipase C activity///phospholipase C activity///plasma membrane///signal transducer activity///signal transduction

		2		Rho		269774		0		0		0.9		0.7		0		2		0.8		Aak1		AP2 associated kinase 1				ATP binding///biological process unknown///cellular component unknown///kinase activity///molecular function unknown///nucleotide binding///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Nrl		269774		0		0.81		0.7		0		0		2		0.755		Aak1		AP2 associated kinase 1				ATP binding///biological process unknown///cellular component unknown///kinase activity///molecular function unknown///nucleotide binding///protein kinase activity///protein serine/threonine kinase activity///transferase activity

		2		Rho		269941		0		0		0.821		0		0.847		2		0.834		Chsy1		carbohydrate (chondroitin) synthase 1		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///N-acetylgalactosaminyl-proteoglycan 3-beta-glucuronosyltransferase activity///cellular component unknown///chondroitin sulfate biosynthesis///glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity///integral to membrane///membrane///metal ion binding///transferase activity

		2		Nrl		269941		0		0		0.667		0		0.8		2		0.733		Chsy1		carbohydrate (chondroitin) synthase 1		Chondroitin / Heparan sulfate biosynthesis		Golgi stack///N-acetylgalactosaminyl-proteoglycan 3-beta-glucuronosyltransferase activity///cellular component unknown///chondroitin sulfate biosynthesis///glucuronosyl-N-acetylgalactosaminyl-proteoglycan 4-beta-N-acetylgalactosaminyltransferase activity///integral to membrane///membrane///metal ion binding///transferase activity

		2		Nrl		271209		0		0		0.9		0		0.955		2		0.927		Rp1hl1		retinitis pigmentosa 1 homolog (human)-like 1				intracellular signaling cascade///sensory perception///visual perception

		2		Rho		271209		0		0		1		0		0.943		2		0.972		Rp1hl1		retinitis pigmentosa 1 homolog (human)-like 1				intracellular signaling cascade///sensory perception///visual perception

		2		Rho		319340		0		0		0.9		1		0		2		0.95		C130065N10Rik		RIKEN cDNA C130065N10 gene

		2		Nrl		319340		0		0.81		0.8		0		0		2		0.805		C130065N10Rik		RIKEN cDNA C130065N10 gene

		2		Rho		319476		0		0		0.9		0		0.973		2		0.936		Lrtm1		leucine-rich repeats and transmembrane domains 1				extracellular matrix (sensu Metazoa)///integral to membrane

		2		Nrl		319476		0		0		0.7		0		0.961		2		0.831		Lrtm1		leucine-rich repeats and transmembrane domains 1				extracellular matrix (sensu Metazoa)///integral to membrane

		2		Nrl		319800		0		0		0.821		0		0.782		2		0.801		C730048C13Rik		RIKEN cDNA C730048C13 gene				integral to membrane///membrane///protein targeting///transport///transporter activity

		2		Rho		319800		0		0		0.667		0		0.856		2		0.762		C730048C13Rik		RIKEN cDNA C730048C13 gene				integral to membrane///membrane///protein targeting///transport///transporter activity

		2		Nrl		319801		0		0		0.7		0		0.736		2		0.718		9630033F20Rik		RIKEN cDNA 9630033F20 gene				catalytic activity///isomerase activity///metabolism

		2		Rho		319801		0		0		0.9		0		0.733		2		0.817		9630033F20Rik		RIKEN cDNA 9630033F20 gene				catalytic activity///isomerase activity///metabolism

		2		Nrl		319934		0		0		0.9		0		0.709		2		0.805		Sbf2		SET binding factor 2

		2		Rho		319934		0		0		1		0		0.77		2		0.885		Sbf2		SET binding factor 2

		2		Nrl		320191		0		0		0.7		0		0.727		2		0.714		Hook3		hook homolog 3 (Drosophila)				Golgi stack///cytoplasm///cytoskeleton///microtubule///microtubule binding///microtubule cytoskeleton organization and biogenesis

		2		Rho		320191		0		0		0.9		0		0.77		2		0.835		Hook3		hook homolog 3 (Drosophila)				Golgi stack///cytoplasm///cytoskeleton///microtubule///microtubule binding///microtubule cytoskeleton organization and biogenesis

		2		Nrl		320521		0		0		0.7		0		0.864		2		0.782		6430547I21Rik		RIKEN cDNA 6430547I21 gene

		2		Rho		320521		0		0		0.9		0		0.866		2		0.883		6430547I21Rik		RIKEN cDNA 6430547I21 gene

		2		Nrl		320557		0		0		0.9		0		0.873		2		0.886		B230112C05Rik		RIKEN cDNA B230112C05 gene

		2		Rho		320557		0		0		1		0		0.806		2		0.903		B230112C05Rik		RIKEN cDNA B230112C05 gene

		2		Rho		320817		0		0		0.7		0		0.77		2		0.735		D530031C13Rik		RIKEN cDNA D530031C13 gene

		2		Nrl		320817		0		0.81		0		0		0.7		2		0.755		D530031C13Rik		RIKEN cDNA D530031C13 gene

		2		Rho		320846		0		0		1		0		0.843		2		0.921		A530058N18Rik		RIKEN cDNA A530058N18 gene

		2		Nrl		320846		0		0		0.9		0		0.8		2		0.85		A530058N18Rik		RIKEN cDNA A530058N18 gene

		2		Rb1		328099		0		0.833		0.7		0		0		2		0.767		AU021838		expressed sequence AU021838

		2		Crx		328099		0		0		0.872		0.9		0		2		0.886		AU021838		expressed sequence AU021838

		2		Nrl		330171		0		0.786		0		0		0.691		2		0.738		Kctd10		potassium channel tetramerisation domain containing 10				ion channel activity

		2		Crx		330171		0		0.667		0.821		0		0		2		0.744		Kctd10		potassium channel tetramerisation domain containing 10				ion channel activity

		2		Rho		330938		0		0		1		0		0.788		2		0.894		Dixdc1		DIX domain containing 1				actin binding

		2		Nrl		330938		0		0		0.9		0		0.709		2		0.805		Dixdc1		DIX domain containing 1				actin binding

		2		Nrl		333639		0		0		0.8		0		0.773		2		0.786		G630014P10Rik		RIKEN cDNA G630014P10 gene

		2		Rho		333639		0		0		0.9		0		0.806		2		0.853		G630014P10Rik		RIKEN cDNA G630014P10 gene

		2		Neurod1		360216		0.725		0		0.8		0		0		2		0.762		Zranb1		zinc finger, RAN-binding domain containing 1				biological process unknown///cytoplasm///molecular function unknown///nucleus

		2		Chx10		360216		0		0		0.7		0.8		0		2		0.75		Zranb1		zinc finger, RAN-binding domain containing 1				biological process unknown///cytoplasm///molecular function unknown///nucleus

		2		Nrl		380684		0		0.905		1		0.8		0		3		0.902		Nefh		neurofilament, heavy polypeptide		Amyotrophic lateral sclerosis (ALS)///Neurodegenerative Disorders		intermediate filament///intermediate filament cytoskeleton organization and biogenesis///mitochondrion///neurofilament///structural molecule activity

		2		Rho		380684		0		0		0.9		0.7		0		2		0.8		Nefh		neurofilament, heavy polypeptide		Amyotrophic lateral sclerosis (ALS)///Neurodegenerative Disorders		intermediate filament///intermediate filament cytoskeleton organization and biogenesis///mitochondrion///neurofilament///structural molecule activity

		2		Crx		380967		0		0.85		0.821		0		0		2		0.836		Tmem106c		transmembrane protein 106C

		2		Nrl		380967		0		0.922		0		0.9		0		2		0.911		Tmem106c		transmembrane protein 106C

		2		Rho		432530		0		0		0.9		0		0.793		2		0.846		Adcy1		adenylate cyclase 1				adenylate cyclase activation///adenylate cyclase activity///cAMP biosynthesis///calmodulin binding///cyclic nucleotide biosynthesis///guanylate cyclase activity///integral to membrane///intracellular signaling cascade///lyase activity///magnesium ion binding///membrane///metal ion binding///phosphorus-oxygen lyase activity///plasma membrane

		2		Nrl		432530		0		0		0.7		0		0.736		2		0.718		Adcy1		adenylate cyclase 1				adenylate cyclase activation///adenylate cyclase activity///cAMP biosynthesis///calmodulin binding///cyclic nucleotide biosynthesis///guanylate cyclase activity///integral to membrane///intracellular signaling cascade///lyase activity///magnesium ion binding///membrane///metal ion binding///phosphorus-oxygen lyase activity///plasma membrane

		2		Neurod1		433693		0		0		0.9		0.9		0		2		0.9		2700059D21Rik		RIKEN cDNA 2700059D21 gene

		2		Rb1		433693		0		0.738		0.8		1		0		3		0.846		2700059D21Rik		RIKEN cDNA 2700059D21 gene

		2		Crx		433702		0		0		0.718		0.9		0		2		0.809		AU014645		expressed sequence AU014645				translation initiation factor activity

		2		Rb1		433702		0		0.762		0.9		0		0		2		0.831		AU014645		expressed sequence AU014645				translation initiation factor activity

		2		Nrl		449521		0		0		1		0		0.773		2		0.886		Zfp213		zin cinger protein 213

		2		Rho		449521		0		0		0.9		0		0.72		2		0.81		Zfp213		zin cinger protein 213
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symbol Gene name


Nrl 0.923 Arr3 arrestin 3, retinal
Rho 0.994 Arr3 arrestin 3, retinal


Crx 0.727 Aipl1
aryl hydrocarbon receptor-interacting
protein-like 1


Rho 0.89 Aipl1
aryl hydrocarbon receptor-interacting
protein-like 1


Nr2e3 0.687 Aipl1
aryl hydrocarbon receptor-interacting
protein-like 1


Nrl 0.838 Aipl1
aryl hydrocarbon receptor-interacting
protein-like 1


Rho 0.889 Abca4
ATP-binding cassette, sub-family A (ABC1),
member 4


Crx 0.679 Abca4
ATP-binding cassette, sub-family A (ABC1),
member 4


Nrl 0.921 Abca4
ATP-binding cassette, sub-family A (ABC1),
member 4


Nrl 0.836 Bbs2 Bardet-Biedl syndrome 2 homolog (human)
Rho 0.823 Bbs2 Bardet-Biedl syndrome 2 homolog (human)
Crx 0.794 Bbs2 Bardet-Biedl syndrome 2 homolog (human)


Nrl 0.937 Cacna1f
calcium channel, voltage-dependent, alpha 1F
subunit


Crx 0.811 Cacna1f
calcium channel, voltage-dependent, alpha 1F
subunit


Nr2e3 0.804 Cacna1f
calcium channel, voltage-dependent, alpha 1F
subunit


Rho 0.931 Cacna1f
calcium channel, voltage-dependent, alpha 1F
subunit


Rho 0.962 Crb1 crumbs homolog 1 (Drosophila)
Nrl 0.923 Crb1 crumbs homolog 1 (Drosophila)
Rho 0.942 Cnga1 cyclic nucleotide gated channel alpha 1
Crx 0.78 Cnga1 cyclic nucleotide gated channel alpha 1
Nrl 0.892 Cnga1 cyclic nucleotide gated channel alpha 1


Rho 0.75 Gabrr2
gamma-aminobutyric acid (GABA-C) receptor,
subunit rho 2


Nrl 0.695 Gabrr2
gamma-aminobutyric acid (GABA-C) receptor,
subunit rho 2


Crx 0.81 Gja9
gap junction membrane channel protein alpha
9


Nrl 0.89 Gja9
gap junction membrane channel protein alpha
9


Nrl 0.799 Gnat1
guanine nucleotide binding protein, alpha
transducing 1


Rho 0.837 Gnat1
guanine nucleotide binding protein, alpha
transducing 1


Crx 0.735 Gnat1
guanine nucleotide binding protein, alpha
transducing 1


Rho 0.926 Gnat2
guanine nucleotide binding protein, alpha
transducing 2


Nrl 0.913 Gnat2
guanine nucleotide binding protein, alpha
transducing 2


Rho 0.789 Guca1a guanylate cyclase activator 1a (retina)
Nrl 0.815 Guca1a guanylate cyclase activator 1a (retina)
Nrl 0.691 Guca1b guanylate cyclase activator 1B
Rho 0.817 Guca1b guanylate cyclase activator 1B
Crx 0.931 Pdc phosducin







Rho 0.841 Pdc phosducin
Nrl 0.882 Pdc phosducin
Nr2e3 0.823 Pdc phosducin


Rho 0.875 Pde6a
phosphodiesterase 6A, cGMP-specific, rod,
alpha


Crx 0.709 Pde6a
phosphodiesterase 6A, cGMP-specific, rod,
alpha


Nrl 0.761 Pde6a
phosphodiesterase 6A, cGMP-specific, rod,
alpha


Nrl 0.914 Pde6b
phosphodiesterase 6B, cGMP, rod receptor,
beta polypeptide


Nr2e3 0.849 Pde6b
phosphodiesterase 6B, cGMP, rod receptor,
beta polypeptide


Rho 0.925 Pde6b
phosphodiesterase 6B, cGMP, rod receptor,
beta polypeptide


Nrl 0.896 Pde6g
phosphodiesterase 6G, cGMP-specific, rod,
gamma


Crx 0.784 Pde6g
phosphodiesterase 6G, cGMP-specific, rod,
gamma


Rho 0.943 Pde6g
phosphodiesterase 6G, cGMP-specific, rod,
gamma


Nr2e3 0.804 Pde6g
phosphodiesterase 6G, cGMP-specific, rod,
gamma


Crx 0.883 Ppef2
protein phosphatase, EF hand calcium-binding
domain 2


Rho 0.728 Ppef2
protein phosphatase, EF hand calcium-binding
domain 2


Nrl 0.862 Ppef2
protein phosphatase, EF hand calcium-binding
domain 2


Nr2e3 0.797 Pcdh21 protocadherin 21
Rho 0.803 Pcdh21 protocadherin 21
Nrl 0.838 Pcdh21 protocadherin 21
Nr2e3 0.799 Rcvrn recoverin
Nrl 0.906 Rcvrn recoverin
Rho 0.898 Rcvrn recoverin
Crx 0.775 Rcvrn recoverin


Rho 0.894 Rgs9bp
regulator of G-protein signalling 9 binding
protein


Nrl 0.773 Rgs9bp
regulator of G-protein signalling 9 binding
protein


Rho 0.878 Rds
retinal degeneration, slow (retinitis
pigmentosa 7)


Nrl 0.917 Rds
retinal degeneration, slow (retinitis
pigmentosa 7)


Nrl 0.901 Sag retinal S-antigen
Nr2e3 0.862 Sag retinal S-antigen
Rho 0.897 Sag retinal S-antigen
Rho 0.84 Rlbp1 retinaldehyde binding protein 1
Nrl 0.866 Rlbp1 retinaldehyde binding protein 1
Nr2e3 0.786 Rlbp1 retinaldehyde binding protein 1
Rho 0.832 Rp1h retinitis pigmentosa 1 homolog (human)
Nr2e3 0.892 Rp1h retinitis pigmentosa 1 homolog (human)
Nrl 0.975 Rp1h retinitis pigmentosa 1 homolog (human)


Nrl 0.927 Rp1hl1
retinitis pigmentosa 1 homolog (human)-like
1


Rho 0.972 Rp1hl1
retinitis pigmentosa 1 homolog (human)-like
1







Crx 0.786 Rpgrip1
retinitis pigmentosa GTPase regulator
interacting protein 1


Nr2e3 0.834 Rpgrip1
retinitis pigmentosa GTPase regulator
interacting protein 1


Rho 0.977 Rpgrip1
retinitis pigmentosa GTPase regulator
interacting protein 1


Nrl 0.891 Rpgrip1
retinitis pigmentosa GTPase regulator
interacting protein 1


Crx 0.786 Rbp3 retinol binding protein 3, interstitial
Rho 0.871 Rbp3 retinol binding protein 3, interstitial
Nrl 0.828 Rbp3 retinol binding protein 3, interstitial
Crx 0.746 Rdh12 retinol dehydrogenase 12
Nr2e3 0.799 Rdh12 retinol dehydrogenase 12
Rho 0.951 Rdh12 retinol dehydrogenase 12
Nrl 0.901 Rdh12 retinol dehydrogenase 12
Rho 0.95 Rom1 rod outer segment membrane protein 1
Crx 0.821 Rom1 rod outer segment membrane protein 1
Nrl 0.931 Rom1 rod outer segment membrane protein 1
Nr2e3 0.839 Rom1 rod outer segment membrane protein 1


Rho 0.861 Slc24a1


solute carrier family 24
(sodium/potassium/calcium exchanger), member
1


Nrl 0.814 Slc24a1


solute carrier family 24
(sodium/potassium/calcium exchanger), member
1


Nrl 0.859 Tub tubby candidate gene
Rho 0.844 Tub tubby candidate gene
Crx 0.75 Tub tubby candidate gene
Crx 0.901 Tulp1 tubby like protein 1
Nrl 0.903 Tulp1 tubby like protein 1
Rho 0.901 Tulp1 tubby like protein 1
Rho 0.899 Unc119 unc-119 homolog (C. elegans)
Nrl 0.823 Unc119 unc-119 homolog (C. elegans)
Crx 0.794 Unc119 unc-119 homolog (C. elegans)
Nr2e3 0.7 Unc119 unc-119 homolog (C. elegans)
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		26395		Map2k1		Long-term depression///Dorso-ventral axis formation///MAPK signaling pathway///Natural killer cell mediated cytotoxicity///Long-term potentiation///Gap junction///Focal adhesion///Regulation of actin cytoskeleton///Insulin signaling pathway
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		16449		Jag1		Notch signaling pathway

		18519		Pcaf		Notch signaling pathway

		20602		Ncor2		Notch signaling pathway

		13017		Ctbp2		Notch signaling pathway///Wnt signaling pathway

		171212		Galnt10		O-Glycan biosynthesis
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		98878		Ehd4		One carbon pool by folate///Pyrimidine metabolism

		66108		Ndufa9		Oxidative phosphorylation

		66445		Cyc1		Oxidative phosphorylation

		68202		Ndufa5		Oxidative phosphorylation

		68342		Ndufb10		Oxidative phosphorylation

		70316		Ndufab1		Oxidative phosphorylation
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		226646		Ndufs2		Oxidative phosphorylation
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		11957		Atp5j		Oxidative phosphorylation///ATP synthesis
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		109778		Blvra		Porphyrin and chlorophyll metabolism
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		23917		Impdh1		Purine metabolism
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		11512		Adcy6		Purine metabolism///Gap junction
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		18645		Pfn2		Regulation of actin cytoskeleton
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		232087		Mat2a		Selenoamino acid metabolism///Methionine metabolism

		20614		Snap25		SNARE interactions in vesicular transport
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		22318		Vamp2		SNARE interactions in vesicular transport
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		11722		Amy1		Starch and sucrose metabolism

		14751		Gpi1		Starch and sucrose metabolism///Glycolysis / Gluconeogenesis///Pentose phosphate pathway

		72157		Pgm2		Starch and sucrose metabolism///Streptomycin biosynthesis///Galactose metabolism///Pentose phosphate pathway///Glycolysis / Gluconeogenesis

		23971		Papss1		Sulfur metabolism///Selenoamino acid metabolism///Purine metabolism

		13850		Ephx2		Tetrachloroethene degradation///Metabolism of xenobiotics by cytochrome P450///Arachidonic acid metabolism

		77974		Rdh12		Tetrachloroethene degradation///Nucleotide sugars metabolism///Lysine degradation///Glycine, serine and threonine metabolism///Fructose and mannose metabolism///Bile acid biosynthesis///Galactose metabolism///Butanoate metabolism///Bisphenol A degradation///Linoleic acid metabolism///Glycerophospholipid metabolism///Ascorbate and aldarate metabolism

		17125		Smad1		TGF-beta signaling pathway

		21781		Tfdp1		TGF-beta signaling pathway///Cell cycle

		12361		Cask		Tight junction

		13822		Epb4.1l2		Tight junction

		20740		Spna2		Tight junction

		20742		Spnb2		Tight junction

		21873		Tjp2		Tight junction

		56449		Csda		Tight junction

		269587		Epb4.1		Tight junction

		18754		Prkce		Tight junction///Type II diabetes mellitus

		26416		Mapk14		Toll-like receptor signaling pathway///Leukocyte transendothelial migration///MAPK signaling pathway

		16924		Lnx1		Tryptophan metabolism

		105689		Phr1		Tryptophan metabolism

		18293		Ogdh		Tryptophan metabolism///Citrate cycle (TCA cycle)///Lysine degradation

		12876		Cpe		Type I diabetes mellitus

		14415		Gad1		Type I diabetes mellitus///Taurine and hypotaurine metabolism///Butanoate metabolism///Glutamate metabolism///Alanine and aspartate metabolism///beta-Alanine metabolism

		18746		Pkm2		Type II diabetes mellitus///Carbon fixation///Glycolysis / Gluconeogenesis///Pyruvate metabolism///Purine metabolism///Insulin signaling pathway

		18762		Prkcz		Type II diabetes mellitus///Tight junction///Insulin signaling pathway

		13190		Dct		Tyrosine metabolism

		14719		Got2		Tyrosine metabolism///Novobiocin biosynthesis///Glutamate metabolism///Cysteine metabolism///Phenylalanine metabolism///Alkaloid biosynthesis I///Arginine and proline metabolism///Alanine and aspartate metabolism///Phenylalanine, tyrosine and tryptophan biosynthesis///Carbon fixation

		14718		Got1		Tyrosine metabolism///Phenylalanine metabolism///Alanine and aspartate metabolism///Arginine and proline metabolism///Phenylalanine, tyrosine and tryptophan biosynthesis///Glutamate metabolism///Carbon fixation///Novobiocin biosynthesis///Alkaloid biosynthesis I///Cysteine metabolism

		12716		Ckmt1		Urea cycle and metabolism of amino groups///Arginine and proline metabolism

		14661		Glud1		Urea cycle and metabolism of amino groups///Glutamate metabolism///D-Glutamine and D-glutamate metabolism///Nitrogen metabolism///Arginine and proline metabolism

		56357		Ivd		Valine, leucine and isoleucine degradation

		58875		Hibadh		Valine, leucine and isoleucine degradation

		113868		Acaa1a		Valine, leucine and isoleucine degradation///Fatty acid metabolism///Bile acid biosynthesis///Benzoate degradation via hydroxylation

		103711		Pnpo		Vitamin B6 metabolism

		106042		Prickle1		Wnt signaling pathway

		12325		Camk2g		Wnt signaling pathway///Calcium signaling pathway///Long-term potentiation

		56438		Rbx1		Wnt signaling pathway///Cell cycle///TGF-beta signaling pathway

		103583		Fbxw11		Wnt signaling pathway///Hedgehog signaling pathway

		108058		Camk2d		Wnt signaling pathway///Long-term potentiation///Calcium signaling pathway

		18750		Prkca		Wnt signaling pathway///Long-term potentiation///Gap junction///Calcium signaling pathway///Natural killer cell mediated cytotoxicity///Long-term depression///Focal adhesion///Leukocyte transendothelial migration///Tight junction///Phosphatidylinositol signaling system///MAPK signaling pathway

		19058		Ppp3r1		Wnt signaling pathway///Natural killer cell mediated cytotoxicity///B cell receptor signaling pathway///Apoptosis///Calcium signaling pathway///MAPK signaling pathway///Axon guidance///T cell receptor signaling pathway///Long-term potentiation
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		26874		Abcd2		ABC transporters - General

		21812		Tgfbr1		Adherens junction///MAPK signaling pathway///TGF-beta signaling pathway///Cytokine-cytokine receptor interaction

		18761		Prkcq		Adipocytokine signaling pathway///Tight junction///T cell receptor signaling pathway

		57319		Smpdl3a		Aminosugars metabolism

		12330		Canx		Antigen processing and presentation

		15516		Hspcb		Antigen processing and presentation

		19186		Psme1		Antigen processing and presentation

		19085		Prkar1b		Apoptosis///Insulin signaling pathway

		22059		Trp53		Apoptosis///MAPK signaling pathway///Cell cycle///Huntington's disease///Wnt signaling pathway///Amyotrophic lateral sclerosis (ALS)

		16179		Irak1		Apoptosis///Toll-like receptor signaling pathway

		76252		Atp6v0e2		ATP synthesis///Oxidative phosphorylation

		13637		Efna2		Axon guidance

		13642		Efnb2		Axon guidance

		13839		Epha5		Axon guidance

		18186		Nrp1		Axon guidance

		140570		Plxnb2		Axon guidance

		11350		Abl1		Axon guidance///Cell cycle

		12767		Cxcr4		Axon guidance///Cytokine-cytokine receptor interaction///Leukocyte transendothelial migration

		14773		Gprk5		Benzoate degradation via CoA ligation///Inositol phosphate metabolism///Phosphatidylinositol signaling system///Nicotinate and nicotinamide metabolism

		19055		Ppp3ca		Calcium signaling pathway///Apoptosis///T cell receptor signaling pathway///MAPK signaling pathway///Axon guidance///Amyotrophic lateral sclerosis (ALS)///Wnt signaling pathway///Long-term potentiation///B cell receptor signaling pathway///Natural killer cell mediated cytotoxicity

		18799		Plcd1		Calcium signaling pathway///Inositol phosphate metabolism///Phosphatidylinositol signaling system

		12558		Cdh2		Cell adhesion molecules (CAMs)

		58998		Pvrl3		Cell adhesion molecules (CAMs)///Adherens junction

		226180		Ina		Cell Communication

		12235		Bub1		Cell cycle

		12442		Ccnb2		Cell cycle

		12566		Cdk2		Cell cycle

		12577		Cdkn1c		Cell cycle

		17215		Mcm3		Cell cycle

		17216		Mcm2		Cell cycle

		17219		Mcm6		Cell cycle

		17220		Mcm7		Cell cycle

		18538		Pcna		Cell cycle

		22627		Ywhae		Cell cycle

		23834		Cdc6		Cell cycle

		59008		Anapc5		Cell cycle

		66156		Anapc11		Cell cycle

		99152		Anapc2		Cell cycle

		107995		Cdc20		Cell cycle

		12534		Cdc2a		Cell cycle///Gap junction

		57266		Cxcl14		Cytokine-cytokine receptor interaction///Leukocyte transendothelial migration

		50776		Polg2		DNA polymerase

		16410		Itgav		ECM-receptor interaction///Focal adhesion///Regulation of actin cytoskeleton///Cell adhesion molecules (CAMs)

		16772		Lama1		ECM-receptor interaction///Prion disease///Focal adhesion///Cell Communication

		14104		Fasn		Fatty acid biosynthesis///Insulin signaling pathway

		12389		Cav1		Focal adhesion

		16419		Itgb5		Focal adhesion///ECM-receptor interaction///Regulation of actin cytoskeleton

		192176		Flna		Focal adhesion///MAPK signaling pathway

		71990		Ddx54		Folate biosynthesis///Starch and sucrose metabolism

		22146		Tuba6		Gap junction

		22152		Tubb3		Gap junction

		22154		Tubb5		Gap junction

		227613		Tubb2c		Gap junction

		14679		Gnai3		Gap junction///Axon guidance///Long-term depression///Tight junction///Leukocyte transendothelial migration

		14862		Gstm1		Glutathione metabolism///Metabolism of xenobiotics by cytochrome P450

		14866		Gstm5		Glutathione metabolism///Metabolism of xenobiotics by cytochrome P450

		269951		Idh2		Glutathione metabolism///Reductive carboxylate cycle (CO2 fixation)///Citrate cycle (TCA cycle)

		18476		Pafah1b3		Glycerophospholipid metabolism

		11532		Adh5		Glycolysis / Gluconeogenesis///Methane metabolism///Fatty acid metabolism///Bile acid biosynthesis///Tyrosine metabolism///Metabolism of xenobiotics by cytochrome P450///Glycerolipid metabolism///1- and 2-Methylnaphthalene degradation

		56847		Aldh1a3		Glycolysis / Gluconeogenesis///Tyrosine metabolism///Phenylalanine metabolism///Histidine metabolism///Metabolism of xenobiotics by cytochrome P450

		15932		Idua		Glycosaminoglycan degradation

		20397		Sgpl1		Glycosphingolipid metabolism

		18701		Pigf		Glycosylphosphatidylinositol(GPI)-anchor biosynthesis

		72084		Pigx		Glycosylphosphatidylinositol(GPI)-anchor biosynthesis

		14451		Gas1		Hedgehog signaling pathway

		319757		Smo		Hedgehog signaling pathway

		12479		Cd1d1		Hematopoietic cell lineage

		12484		Cd24a		Hematopoietic cell lineage

		22042		Tfrc		Hematopoietic cell lineage

		19268		Ptprf		Insulin signaling pathway///Adherens junction///Cell adhesion molecules (CAMs)

		11651		Akt1		Insulin signaling pathway///Focal adhesion///MAPK signaling pathway///Adipocytokine signaling pathway///T cell receptor signaling pathway///B cell receptor signaling pathway///Toll-like receptor signaling pathway///Tight junction///Apoptosis///Jak-STAT signaling pathway

		17347		Mknk2		Insulin signaling pathway///MAPK signaling pathway

		18712		Pim1		Jak-STAT signaling pathway

		16452		Jak2		Jak-STAT signaling pathway///Adipocytokine signaling pathway

		18414		Osmr		Jak-STAT signaling pathway///Cytokine-cytokine receptor interaction

		54371		Chst2		Keratan sulfate biosynthesis

		12540		Cdc42		Leukocyte transendothelial migration///Adherens junction///T cell receptor signaling pathway///Tight junction///MAPK signaling pathway///Axon guidance///Regulation of actin cytoskeleton///Focal adhesion

		83964		Jam3		Leukocyte transendothelial migration///Tight junction///Cell adhesion molecules (CAMs)

		14687		Gnaz		Long-term depression

		12366		Casp2		MAPK signaling pathway

		16765		Stmn1		MAPK signaling pathway

		56613		Rps6ka4		MAPK signaling pathway

		12371		Casp9		MAPK signaling pathway///Apoptosis

		18508		Pax6		Maturity onset diabetes of the young

		14873		Gsto1		Metabolism of xenobiotics by cytochrome P450///Glutathione metabolism

		13078		Cyp1b1		Metabolism of xenobiotics by cytochrome P450///Tryptophan metabolism

		17769		Mthfr		Methane metabolism///One carbon pool by folate

		20440		St6gal1		N-Glycan biosynthesis

		12257		Bzrp		Neuroactive ligand-receptor interaction

		50754		Fbxw7		Neurodegenerative Disorders

		14357		Dtx1		Notch signaling pathway

		17305		Mfng		Notch signaling pathway

		20602		Ncor2		Notch signaling pathway

		18128		Notch1		Notch signaling pathway///Dorso-ventral axis formation

		15205		Hes1		Notch signaling pathway///Maturity onset diabetes of the young

		13016		Ctbp1		Notch signaling pathway///Wnt signaling pathway

		71743		Coasy		Pantothenate and CoA biosynthesis

		16438		Itpr1		Phosphatidylinositol signaling system///Gap junction///Long-term potentiation///Long-term depression///Calcium signaling pathway

		12870		Cp		Porphyrin and chlorophyll metabolism

		17463		Psmd7		Proteasome

		19166		Psma2		Proteasome

		19172		Psmb4		Proteasome

		19175		Psmb6		Proteasome

		56529		Sec11l1		Protein export

		57743		Sec61a2		Protein export

		11637		Ak2		Purine metabolism

		23918		Impdh2		Purine metabolism

		67054		Paics		Purine metabolism

		20135		Rrm2		Purine metabolism///Pyrimidine metabolism

		69833		Polr2f		Purine metabolism///Pyrimidine metabolism///RNA polymerase

		21877		Tk1		Pyrimidine metabolism

		22247		Umps		Pyrimidine metabolism

		50493		Txnrd1		Pyrimidine metabolism

		51797		Ctps		Pyrimidine metabolism

		80914		Uck2		Pyrimidine metabolism

		19076		Prim2		Pyrimidine metabolism///DNA polymerase///Purine metabolism

		18950		Pnp		Pyrimidine metabolism///Nicotinate and nicotinamide metabolism///Purine metabolism

		18103		Nme2		Pyrimidine metabolism///Purine metabolism

		18972		Pold2		Pyrimidine metabolism///Purine metabolism///DNA polymerase

		19684		Rdx		Regulation of actin cytoskeleton

		20430		Cyfip1		Regulation of actin cytoskeleton

		21844		Tiam1		Regulation of actin cytoskeleton

		50884		Nckap1		Regulation of actin cytoskeleton

		76709		Arpc2		Regulation of actin cytoskeleton

		101314		6720456B07Rik		Regulation of actin cytoskeleton

		12631		Cfl1		Regulation of actin cytoskeleton///Axon guidance

		12475		Cd14		Regulation of actin cytoskeleton///Hematopoietic cell lineage///MAPK signaling pathway///Toll-like receptor signaling pathway

		14170		Fgf15		Regulation of actin cytoskeleton///MAPK signaling pathway

		11837		Arbp		Ribosome

		19921		Rpl19		Ribosome

		19933		Rpl21		Ribosome

		19943		Rpl28		Ribosome

		19951		Rpl32		Ribosome

		19983		Rpl5		Ribosome

		19989		Rpl7		Ribosome

		20055		Rps16		Ribosome

		20068		Rps17		Ribosome

		20090		Rps29		Ribosome

		20102		Rps4x		Ribosome

		20103		Rps5		Ribosome

		20116		Rps8		Ribosome

		26451		Rpl27a		Ribosome

		27050		Rps3		Ribosome

		27176		Rpl7a		Ribosome

		27207		Rps11		Ribosome

		54127		Rps28		Ribosome

		54217		Rpl36		Ribosome

		57294		Rps27		Ribosome

		65019		Rpl23		Ribosome

		66489		Rpl35		Ribosome

		67281		Rpl37		Ribosome

		67891		Rpl4		Ribosome

		68537		Mrpl13		Ribosome

		75617		Rps25		Ribosome

		76808		Rpl18a		Ribosome

		78294		Rps27a		Ribosome

		110954		Rpl10		Ribosome

		114641		Rpl31		Ribosome

		268449		Rpl23a		Ribosome

		269261		Rpl12		Ribosome

		270106		Rpl13		Ribosome

		110078		Pygb		Starch and sucrose metabolism///Insulin signaling pathway

		14360		Fyn		T cell receptor signaling pathway///Adherens junction///Natural killer cell mediated cytotoxicity///Focal adhesion///Axon guidance

		15902		Id2		TGF-beta signaling pathway

		16897		Llglh		Tight junction

		12387		Ctnnb1		Tight junction///Leukocyte transendothelial migration///Wnt signaling pathway///Adherens junction///Focal adhesion

		14678		Gnai2		Tight junction///Long-term depression///Axon guidance///Leukocyte transendothelial migration///Gap junction

		12567		Cdk4		Tight junction///T cell receptor signaling pathway///Cell cycle

		107272		Psat1		Vitamin B6 metabolism///Glycine, serine and threonine metabolism

		12301		Cacybp		Wnt signaling pathway

		20319		Sfrp2		Wnt signaling pathway

		212398		Frat2		Wnt signaling pathway

		12443		Ccnd1		Wnt signaling pathway///Jak-STAT signaling pathway///Cell cycle///Focal adhesion
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