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A major challenge for the human body 
is to maintain symbiotic relation-

ships with bacterial communities that 
colonize their intestines. Although sev-
eral molecules important for intestinal 
homeostasis have been discovered, the 
vast array still needs to be identified. 
We approached this task using a forward 
genetic approach, which revealed several 
molecules essential for intestinal homeo-
stasis. One recently identified molecule is 
Ypt1p-interacting protein 1 domain fam-
ily, member 6 (Yipf6). Mice with a null 
mutation in Yipf6 are hypersensitive to 
dextran sulfate sodium (DSS) induced 
colitis and develop spontaneous intesti-
nal inflammation. Members of the Yip1 
family are believed to be involved in ER 
to Golgi membrane transport.

In this review we summarize recent 
advances in the understanding of genes 
involved in intestinal homeostasis with 
a specific focus on the Yip family mem-
bers. We speculate on how deficiency or 
dysfunction of Yip molecules may dys-
regulate intestinal homeostasis leading 
to pathogenic states.

Introduction

The mammalian intestine harbors tril-
lions of microorganisms and has to cope 
constantly with a broad microbial diver-
sity, a vast surface area and frequent 
challenges from pathogens ingested in 
food and water. Together, the intestinal 
immune system and the mucosal epithe-
lium provide an extremely efficient bar-
rier to microbial invasion. The intestinal 
epithelium is a critical regulator of intesti-
nal homeostasis, both triggering immune 
responses to pathogenic challenges and 

maintaining tolerance to commensal 
microbiota.2

An important strategy to minimize 
bacterial invasion into deeper host tissue 
is to control bacterial interactions with the 
apical surface of the intestinal epithelium. 
In addition to the production of mucus 
and IgA, antimicrobial molecules are one 
important mechanism to limit bacteria-
epithelial cell contact. These epithelial 
derived proteins typically mediate enzy-
matic attack of the bacterial cell wall or 
disrupt the inner bacterial membrane to 
directly kill bacteria. Antimicrobial pep-
tides are structurally diverse and several 
families are known to exist, including 
the defensins, cathelicidins and C-type 
lectins.3,4 Each may be regulated by dis-
tinct mechanisms. For example, the lectin 
RegIIIγ is induced by bacterial signals 
through the activation of Toll-like recep-
tors (TLRs),5,6 and a subset of α-defensins 
and defensin-related cryptidins is regu-
lated by the nucleotide-binding oligo-
merization domain-containing (NOD) 
protein family.7 Other α-defensins are 
expressed constitutively and do not require 
bacterial signals.8

A Forward Genetics Approach  
to Study Intestinal Homeostasis

Despite advances in understanding the 
genetic determinants of intestinal homeo-
stasis, the full spectrum of genes necessary 
to monitor and respond to inflamma-
tory agents in the intestine remains to be 
elucidated. Therefore, to identify genes 
important for intestinal homeostasis we 
performed a forward genetics approach 
using germline mutagenesis to analyze 
this phenomenon in mice.
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a complete loss of epithelial architecture 
after seven days of DSS treatment.1

Naïve Klein-Zschocher mice showed 
increased intestinal permeability as 
assessed by FITC dextran absorption 
assay. Furthermore, naïve Klz mice also 
showed reduced Paneth cell numbers that 
exhibited defective formation and secre-
tion of large secretory granules. A similar 
phenotype was observed in goblet cells of 
Klz mice. We hypothesized that defec-
tive formation and secretion of secretory 
granules in Paneth and goblet cells may 
be responsible for the impaired intesti-
nal homeostasis in these mutant mice. 
Importantly, Klein-Zschocher mutant mice 
also developed spontaneous ileitis and 
colitis after 16 mo of age.1

The Ypt1p-Interacting Protein 1 
(Yip1) Family of Proteins

The founding member of the Yip1 fam-
ily, the Saccharomyces cerevisiae protein 
Yip1p, was identified in a yeast two-hybrid 
screen for interactors of Ypt1p and Ypt31p, 
the yeast homologs of mammalian Rab1 
and Rab11, respectively.15 Yip1 family pro-
teins have been most extensively studied 
in yeast, where they are known to regu-
late Rab protein-mediated ER to Golgi 
membrane transport, as discussed below. 
The yeast Yip1 family consists of Yip1p,15 
Yip4p, and Yip5p.16 In mammals, there 
are seven recognized members designated 
Yipf1–7 of which Yipf5 and Yipf7 (also 
called Yip1A and Yip1B, respectively) 
reportedly represent the closest homologs 
of yeast Yip1p.17 Families of Yip1p homo-
logs are found in all eukaryotes so far 
examined (Fig. 1).16-19

Yip1 family proteins have several fea-
tures in common. First, Yip1 family mem-
bers are transmembrane proteins defined 
by the presence of the Yip1 domain, a 
~200 amino acid integral membrane 
domain that contains four transmem-
brane α helices and the motifs DLYGP 
and GY.15-17 Thus, Yip1 proteins share a 
common domain topology in which the 
N-terminus is oriented in the cytosol, and 
the C-terminus contains multiple hydro-
phobic segments that span or are inserted 
into the membrane. Second, Yip1 proteins 
possess an ability to interact with Rab 
proteins in a manner dependent on Rab 

6,000 mice with subthreshold doses of 
DSS (1% w/v in drinking water). Mice 
were weighed daily and extreme outlin-
ers were retrieved for further studies. In 
total, 16 transmissible mutations were 
identified, causing extreme weight loss 
in response to DSS. Of those, five muta-
tions have been identified to date, four of 
which affect the genes encoding TLR9, 
Aqp3 and Muc2 (two alleles). The func-
tion of these proteins is important to 
intestinal homeostasis in several ways:11 
TLRs sense the incursion of microbes into 
epithelial cells, leading to the induction 
of amphiregulin and epiregulin, members 
of the EGF ligand family, and promoting 
epithelial repair.12 Epithelial integrity is 
also dependent on signaling via the EGF 
receptor pathway,12 water transport via 
aquaporin 3, and an intact unfolded pro-
tein response dependent on Mbtps1, also 
known as the site-1 protease.13 Mutations 
that alter the structure of Mucin-2 lead 
to excessive accumulation of aberrantly 
folded proteins, that the ER stress machin-
ery is incapable of resolving, and result in 
enhanced susceptibility to colitis.14

The fifth mutation, designated Klein-
Zschocher (Klz), was mapped (using C3H/
HeN) to chromosome X with a LOD 
score of 17.4(1). A critical region between 
the markers DXMit114 and DXMit169 
(95.34–97.952 MB) was identified after 
an analysis of 79 meioses. Using whole 
genome SOLiD sequencing a single cod-
ing/splicing mutation within the critical 
region, a T to A transversion at position 
3002 of the genomic DNA sequence of 
Yipf6, encoding the 236 amino acid pro-
tein Yipf6, was identified. Yipf6 contains 
seven exons, with the Klz mutation affect-
ing a thymine base within intron 3, five 
nucleotides from the next exon (exon 4). 
cDNA sequencing revealed that the muta-
tion impairs the splice acceptor site of 
intron 3 and results in skipping of exon 4. 
Splicing of exon 3 to exon 5 creates a 
frameshift and a premature stop codon at 
position 89 (the first abnormal codon after 
exon 3).1 The effects of the Klz mutation 
on intestinal homeostasis were recessive.

Homozygous Klein-Zschocher mice 
showed severe weight loss after adminis-
tration of 1% DSS in the drinking water. 
The colons of Klz mice displayed ulcer-
ation, dramatic leukocyte infiltrations and 

Random germline mutagenesis, phe-
notypic screening, and positional cloning 
comprise the modern embodiment of the 
classical genetic approach. We used the 
germline mutagen N-ethyl-N-nitrosourea 
(ENU), administered to male mice to 
induce point mutations in spermato-
gonial stem cells. ENU predominantly 
affects A/T base pairs, while at the pro-
tein level, ENU results mainly in missense 
mutations (64%) and to a minor extent 
in splicing errors (26%) and nonsense 
mutations (10%).9 Breeding to the third 
generation (G3) transmitted a subset of 
mutations from the mutagenized male to 
progeny in homozygous state; G3 mice 
were subjected to phenotypic screening, as 
described below.

The strength of the forward genetic 
approach is its unbiased nature, which 
allows for unexpected discoveries of “key” 
genes with non- redundant functions in 
defined biological processes. Furthermore, 
the random germline approach permits an 
estimation of the total number of essential 
proteins required for a particular process, 
in the present example intestinal homeo-
stasis. By generating carefully defined 
phenovariants through a random process, 
we hoped to identify many of the genes 
important for the integrity of the intes-
tinal epithelial barrier and tolerance to 
enteric flora.

Feeding mice for several days with 
DSS polymers in the drinking water 
induces an acute intestinal inflammation. 
It is believed that DSS is directly toxic 
to gut epithelial cells of the basal crypts 
and therefore affects the integrity of the 
mucosal barrier.10 Low doses of DSS are 
well tolerated by wild type mice, which are 
able to repair epithelial damage and con-
tain bacterial infiltration. In contrast, a 
mouse with a mutation that compromises 
repair or immune mechanisms might dis-
play elevated susceptibility to intestinal 
inflammation induced by a similar low 
dose of DSS. DSS therefore offers a model 
of acute intestinal injury useful for study 
of the epithelial barrier, its regeneration 
and innate immune responses.

The Klein-Zschocher Mutation

To identify genes important for intestinal 
homeostasis we screened approximately 
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transport. This inter-organellar journey 
forms part of the transport pathway that 
serves to translocate secretory proteins to 
the extracellular space, and plasma mem-
brane, endosomal and lysosomal proteins 
to their respective membrane residences. 
The transit of protein cargo between 
ER and Golgi is mediated by transport 
vesicles following a process that is reiter-
ated for every inter-organellar transport 
event until the protein cargo reaches its 

transmembrane α helices connected by 
short loops. Colocalization with Golgi 
markers1 suggests that Yipf6 resides within 
Golgi and possibly ER membranes, with 
its C terminus oriented luminally.

The Role of Yip1p in Trafficking

Numerous studies support the idea that 
yeast Yip1 family proteins regulate Rab 
protein-mediated ER to Golgi membrane 

C-terminal dual prenylation.20,21 Third, 
Yip1 proteins physically associate with 
other Yip1 family members,15,16,22,23 sug-
gesting that they carry out their functions 
within a larger protein complex.

Mouse Yipf6 is 21% identical and 
31% similar in sequence to Yip1p. Like 
Yip1p, Yipf6 is predicted to consist of a 
soluble, cytoplasmic N-terminal domain 
(roughly 40% of the length of the protein) 
and a C-terminal domain containing five 

Figure 1. Inferred evolutionary relationships between known yip1 family members based on sequence homology calculated from multiple sequence 
alignment using ClustalW. Protein functions, where known, are described.18
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mammals. Yipf5 colocalized with Sec31 
and Sec13, components of the COPII coat 
protein complex found at ER exit sites. 
These data are consistent with a role for 
Yipf5 in COPII-dependent vesicle bud-
ding from the ER.17 Yipf5 may also affect 
vesicle trafficking from the ER through 
an ability to regulate ER organization. 
siRNA knockdown of Yipf5 in HeLa 
cells resulted in the deformation of ER 
structure into large densely packed clus-
ters of stacked membranes in concentric 
whorls, the presence of which correlated 
with slowed exit of cargo from the ER.42 
Yipf5, Yipf3 and Yipf4 have also been 
implicated in the maintenance of Golgi 
structure.42-44

Yipf5 is expressed in a wide variety of 
tissues (heart, brain, spleen, lung, liver, 
kidney and testis) whereas Yipf7 is mainly 
expressed in the heart, suggesting that 
Yip1 family proteins might have tissue 
specific functions.17 Our studies revealed 
high levels of Yipf6 throughout the gastro-
intestinal tract, particularly in the colon. 
When expressed exogenously in HEK293 
cells, Yipf6 colocalized with Sec31a, a 
component of the COPII coat complex at 
ER exit sites.

In the gastrointestinal tract several 
transmembrane proteins are important 
for sensing and responding to microbes. 
These include the TLRs, EGFR, and 
amphiregulin and epiregulin (EGFR 
ligands), which cause susceptibility to 
DSS induced colitis when mutated in 
mice. If Yipf6 indeed regulates COPII 
vesicle formation or ER to Golgi transport 
similarly to Yip1p and other yeast Yip1 
proteins, one might predict that numer-
ous transmembrane and GPI anchored 
proteins important for colonic homeosta-
sis fail to be transported to their proper 
membrane sites and are inadequately 
expressed in Klein-Zschocher mutants. In 
addition, the increased intestinal perme-
ability observed in Klz mice suggests that 
the transport of junctional proteins to 
epithelial intercellular junctions may be 
compromised, consistent with a key role 
for vesicle trafficking in the assembly of 
epithelial junctions.45-47 However, it is not 
clear whether Yipf6 might be responsible 
for general expression of membrane and 
junctional proteins or for expression of a 
restricted group of such proteins.

a complex with Yif1p and Yos1p, pro-
teins that when mutated block transport 
between the ER and Golgi, resulting in an 
accumulation of ER membranes, vesicles, 
and tubulovesicles.36,37 Yip1p has been 
shown to localize to Golgi membranes 
at steady-state.15 These studies point to a 
role for Yip1p in regulating Rab proteins 
or serving as a membrane receptor for Rab 
proteins during Golgi membrane tether-
ing (Fig. 2). Yip1p may carry out these 
functions within a complex containing 
Yif1p, Yos1p, Yip3p, Yip4p, Yip5p and 
Yop1p, with which it physically associates 
in vitro.16,20,22,23,36-38

However, Yip1p has been implicated in 
the formation of COPII-derived vesicles at 
the ER, with no role in tethering or fusion 
of those vesicles to the Golgi membrane 
(Fig. 2).39 Antibodies against the hydro-
philic N-terminus of Yip1p inhibited 
vesicle transport from the ER to the Golgi 
complex in cell-free assays and inhibi-
tion was specific to the COPII dependent 
budding stage.39 Furthermore, yeast cells 
depleted of Yip1p amassed large quantities 
of ER membranes.15 Other data suggested 
that Yip1p functions in establishing the 
docking or fusion competence of ER trans-
port vesicles,40 possibly by recruiting Rab 
proteins or Golgi SNAREs into nascent 
vesicles. However, any role for Yip1p in 
the formation of vesicles is independent of 
its interaction with Ypt1p, since ypt1 ther-
mosensitive mutant yeast accumulated 
elevated amounts of transport vesicles at 
nonpermissive temperatures, demonstrat-
ing that Ypt1p is not required for vesicle 
formation.41

Mammalian Yip1 Proteins and the 
Role of Yipf6 in Intestinal  

Homeostasis

Yip1p has two mammalian homologs, 
Yipf5 and Yipf7, each of which shares 
about 31% sequence identity with Yip1p. 
Yip1p is an essential gene in yeast, and the 
lethality of a yeast Yip1p deletion can be 
rescued by expression of human Yipf5, 
demonstrating a conservation of function 
across species.20 However, the mamma-
lian Yipf5 and Yipf7 did not interact with 
Rab1 (homolog of yeast Ypt1p), suggest-
ing that they interact with a distinct group 
of Rabs or function Rab-independently in 

destination.24 Each step of the transport 
process is regulated by a distinct set of 
proteins, including cytosolic coat proteins 
that mediate the generation of transport 
vesicles, and conserved membrane fusion 
factors such as SNARE proteins that are 
important for the site specific fusion of ves-
icles with target membranes.24 GTPases of 
the Rab family are required for tethering 
transport vesicles to the target membrane 
before SNARE-mediated fusion.

The precise function of Yip1p in ER to 
Golgi membrane transport remains under 
study, with existing data supporting a role 
for Yip1p in tethering of ER-derived vesi-
cles at the Golgi membrane prior to fusion, 
as well as in formation or budding of 
COPII vesicles from the ER. Yip1p inter-
acts with the yeast homologs of Rab1 and 
Rab11 (Ypt1p and Ypt31p, respectively), 
both of which are localized primarily to 
Golgi membranes and function in the 
yeast exocytic pathway. Ypt1p functions 
as a tethering factor localized at the tar-
get (Golgi) membrane for COPII-coated 
vesicles arriving from the ER24,25 (Fig. 2). 
Furthermore, studies have shown a role of 
Ypt1p in cis-to medial-Golgi transport.26 
Ypt1p also interacts with large heteromeric 
tethering complexes such as the Uso1 
complex (yeast homolog of mammalian 
p115) and the GEF-containing TRAPP1 
complex. Interaction of Ypt1p with Uso1 
seems to be required for vesicle tethering 
and for assembly of the SNARE com-
plex at the target membrane,27-29 whereas 
TRAPP1 acts as a guanine nucleotide 
exchange factor for Ypt1p, activating 
Ypt1p preceding membrane fusion.30-33 
In contrast to Ypt1p, Ypt31p is required 
for the exit of transport vesicles from the 
trans-Golgi.26,34 These data suggested that 
Yip1p, by virtue of its interaction with 
both Ypt1p and Ypt31p, may function in 
the tethering of vesicles to the destination 
membrane prior to vesicle fusion, and per-
haps also in the exit of vesicles from the 
Golgi.

In support of a role for Yip1p in teth-
ering vesicles to Golgi membranes, Yip1p 
has been shown to interact with several 
different Golgi-specific Rab proteins20,35 
in a manner dependent on C-terminal 
dual prenylation of the Rab, a modifica-
tion that is necessary for Rab membrane 
association.20,21 In addition, Yip1p forms 
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inflammation.5,7,48,49 Mammalian Yipf5 
has been shown to interact with the 
Sec23/24 complex of COPII vesicles. 

of antimicrobial proteins. Several mouse 
models have demonstrated lack of antimi-
crobial molecules and increased intestinal 

Secretory proteins traverse the ER 
to Golgi route, and Yipf6 might there-
fore also be important for the secretion 

Figure 2. Hypothesized involvement of yip1p in CoPII vesicle formation and fusion. The CoPII coat assembles by the stepwise deposition of Sar1p∙GTP, 
Sec23p∙Sec24p, and Sec13p∙Sec31p at er exit sites (ereS). Cytosolic Sar1p∙GDP is converted to membrane bound Sar1p∙GTP by the transmembrane 
GeF Sec12p. Sar1p∙GTP then recruits the Sec23p∙Sec24p subcomplex by binding to Sec23p, forming the pre-budding complex. Transmembrane 
cargo proteins are concentrated in CoPII-coated buds by binding to Sec24p using a variety of er export signals. Sec13p∙Sec31p polymerizes onto 
Sec23p∙Sec24p to form a mesh-like scaffold and crosslinks the pre-budding complex. yip1p is thought to cycle between the er and golgi compart-
ments. yip1p may promote the process of vesicle budding by interacting with Sec13p, Sec31p, Sec23p or Sec24p. as CoPII vesicles travel toward the 
Golgi, they are thought to become uncoated. They approach Golgi arrival sites (GoaS) and become tethered by the combination of ypt1p, which is 
activated by the GeF complex TraPP1, and the tethering factor Uso1/p115. v- and t-SnareS then assemble into a four-helix bundle to mediate vesicle 
docking, and fusion of the lipid bilayers of the vesicle and Golgi membranes occurs. yip1p forms part of a ypt1p-interacting complex with yif1p and 
yos1p, and may promote ypt1p-dependent vesicle tethering to the Golgi membrane.18
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As Klein-Zschocher mice with a muta-
tion in Yipf6 develop spontaneous dis-
ease, we suggest that the X-linked human 
YIPF6 should be regarded as a suscepti-
bility locus when searching for causes of 
inflammatory bowel disease in humans, 
particularly males.

Sec24p has an important role in cargo 
selection50,51 and one might predict that 
Yipf6 also influences cargo selection 
through interaction with COPII compo-
nents. Further studies will be important to 
determine the mechanism of Yipf6 func-
tion in the intestine.

References
1. Brandl K, Tomisato W, Li X, Neppl C, Pirie E, Falk 

W, et al. Yip1 domain family, member 6 (Yipf6) 
mutation induces spontaneous intestinal inflamma-
tion in mice. Proceedings of the National Academy 
of Sciences of the United States of America 2012.

2. Hooper LV, Macpherson AJ. Immune adapta-
tions that maintain homeostasis with the intesti-
nal microbiota. Nat Rev Immunol 2010; 10:159-
69; PMID:20182457; http://dx.doi.org/10.1038/
nri2710.

3. Ganz T. Defensins and host defense. Science 
1999; 286:420-1; PMID:10577203; http://dx.doi.
org/10.1126/science.286.5439.420.

4. Sansonetti PJ. War and peace at mucosal surfaces. Nat 
Rev Immunol 2004; 4:953-64; PMID:15573130; 
http://dx.doi.org/10.1038/nri1499.

5. Brandl K, Plitas G, Schnabl B, DeMatteo RP, Pamer 
EG. MyD88-mediated signals induce the bacteri-
cidal lectin RegIII gamma and protect mice against 
intestinal Listeria monocytogenes infection. J Exp 
Med 2007; 204:1891-900; PMID:17635956; http://
dx.doi.org/10.1084/jem.20070563.

6. Vaishnava S, Behrendt CL, Ismail AS, Eckmann 
L, Hooper LV. Paneth cells directly sense gut com-
mensals and maintain homeostasis at the intestinal 
host-microbial interface. Proc Natl Acad Sci U S 
A 2008; 105:20858-63; PMID:19075245; http://
dx.doi.org/10.1073/pnas.0808723105.

7. Kobayashi KS, Chamaillard M, Ogura Y, Henegariu 
O, Inohara N, Nuñez G, et al. Nod2-dependent regu-
lation of innate and adaptive immunity in the intesti-
nal tract. Science 2005; 307:731-4; PMID:15692051; 
http://dx.doi.org/10.1126/science.1104911.

8. Ayabe T, Satchell DP, Wilson CL, Parks WC, 
Selsted ME, Ouellette AJ. Secretion of microbi-
cidal alpha-defensins by intestinal Paneth cells in 
response to bacteria. Nat Immunol 2000; 1:113-8; 
PMID:11248802; http://dx.doi.org/10.1038/77783.

9. Justice MJ, Noveroske JK, Weber JS, Zheng B, 
Bradley A. Mouse ENU mutagenesis. Hum Mol 
Genet 1999; 8:1955-63; PMID:10469849; http://
dx.doi.org/10.1093/hmg/8.10.1955.

10. Wirtz S, Neufert C, Weigmann B, Neurath MF. 
Chemically induced mouse models of intesti-
nal inf lammation. Nat Protoc 2007; 2:541-6; 
PMID:17406617; http://dx.doi.org/10.1038/
nprot.2007.41.

11. Brandl K, Beutler B. Creating diseases to understand 
what prevents them: genetic analysis of inflammation 
in the gastrointestinal tract. Curr Opin Immunol 
2012; 24:678-85; PMID:23123276; http://dx.doi.
org/10.1016/j.coi.2012.10.005.

12. Brandl K, Sun L, Neppl C, Siggs OM, Le Gall 
SM, Tomisato W, et al. MyD88 signaling in non-
hematopoietic cells protects mice against induced 
colitis by regulating specific EGF receptor ligands. 
Proc Natl Acad Sci U S A 2010; 107:19967-72; 
PMID:21041656 ; http://dx.doi.org/10.1073/
pnas.1014669107.

13. Brandl K, Rutschmann S, Li X, Du X, Xiao N, 
Schnabl B, et al. Enhanced sensitivity to DSS colitis 
caused by a hypomorphic Mbtps1 mutation disrupt-
ing the ATF6-driven unfolded protein response. 
Proc Natl Acad Sci U S A 2009; 106:3300-5; 
PMID:19202076; http://dx.doi.org/10.1073/
pnas.0813036106.

14. Heazlewood CK, Cook MC, Eri R, Price GR, Tauro 
SB, Taupin D, et al. Aberrant mucin assembly in mice 
causes endoplasmic reticulum stress and spontaneous 
inflammation resembling ulcerative colitis. PLoS 
Med 2008; 5:e54; PMID:18318598; http://dx.doi.
org/10.1371/journal.pmed.0050054.

15. Yang X, Matern HT, Gallwitz D. Specific binding 
to a novel and essential Golgi membrane protein 
(Yip1p) functionally links the transport GTPases 
Ypt1p and Ypt31p. EMBO J 1998; 17:4954-63; 
PMID:9724632; http://dx.doi.org/10.1093/
emboj/17.17.4954.

16. Calero M, Winand NJ, Collins RN. Identification of 
the novel proteins Yip4p and Yip5p as Rab GTPase 
interacting factors. FEBS Lett 2002; 515:89-98; 
PMID:11943201; http://dx.doi.org/10.1016/S0014-
5793(02)02442-0.

17. Tang BL, Ong YS, Huang B, Wei S, Wong ET, Qi 
R, et al. A membrane protein enriched in endo-
plasmic reticulum exit sites interacts with COPII. J 
Biol Chem 2001; 276:40008-17; PMID:11489904; 
http://dx.doi.org/10.1074/jbc.M106189200.

18. Illustration by Diantha LaVine. MUTAGENETIX 
(TM), B. Butler and colleagues, Center for the 
Genetics of Host Defense, UT Southwestern, Dallas, 
TX.

19. Shakoori A, Fujii G, Yoshimura S, Kitamura M, 
Nakayama K, Ito T, et al. Identification of a five-
pass transmembrane protein family localizing in 
the Golgi apparatus and the ER. Biochem Biophys 
Res Commun 2003; 312:850-7; PMID:14680843; 
http://dx.doi.org/10.1016/j.bbrc.2003.10.197.

20. Calero M, Chen CZ, Zhu W, Winand N, Havas KA, 
Gilbert PM, et al. Dual prenylation is required for 
Rab protein localization and function. Mol Biol Cell 
2003; 14:1852-67; PMID:12802060; http://dx.doi.
org/10.1091/mbc.E02-11-0707.

21. Gomes AQ, Ali BR, Ramalho JS, Godfrey RF, Barral 
DC, Hume AN, et al. Membrane targeting of Rab 
GTPases is influenced by the prenylation motif. 
Mol Biol Cell 2003; 14:1882-99; PMID:12802062; 
http://dx.doi.org/10.1091/mbc.E02-10-0639.

22. Ito T, Chiba T, Ozawa R, Yoshida M, Hattori M, 
Sakaki Y. A comprehensive two-hybrid analysis to 
explore the yeast protein interactome. Proc Natl 
Acad Sci U S A 2001; 98:4569-74; PMID:11283351; 
http://dx.doi.org/10.1073/pnas.061034498.

23. Uetz P, Giot L, Cagney G, Mansfield TA, Judson RS, 
Knight JR, et al. A comprehensive analysis of protein-
protein interactions in Saccharomyces cerevisiae. 
Nature 2000; 403:623-7; PMID:10688190; http://
dx.doi.org/10.1038/35001009.

24. Bonifacino JS, Glick BS. The mechanisms of ves-
icle budding and fusion. Cell 2004; 116:153-66; 
PMID:14744428; http://dx.doi.org/10.1016/S0092-
8674(03)01079-1.

25. Bacon RA, Salminen A, Ruohola H, Novick P, 
Ferro-Novick S. The GTP-binding protein Ypt1 is 
required for transport in vitro: the Golgi apparatus is 
defective in ypt1 mutants. J Cell Biol 1989; 109:1015-
22; PMID:2504726; http://dx.doi.org/10.1083/
jcb.109.3.1015.

26. Jedd G, Mulholland J, Segev N. Two new Ypt 
GTPases are required for exit from the yeast trans-
Golgi compartment. J Cell Biol 1997; 137:563-
80; PMID:9151665; http://dx.doi.org/10.1083/
jcb.137.3.563.

27. Cao X, Ballew N, Barlowe C. Initial docking of 
ER-derived vesicles requires Uso1p and Ypt1p 
but is independent of SNARE proteins. EMBO J 
1998; 17:2156-65; PMID:9545229; http://dx.doi.
org/10.1093/emboj/17.8.2156.

28. Sinka R, Gillingham AK, Kondylis V, Munro S. 
Golgi coiled-coil proteins contain multiple bind-
ing sites for Rab family G proteins. J Cell Biol 
2008; 183:607-15; PMID:19001129; http://dx.doi.
org/10.1083/jcb.200808018.

29. Sapperstein SK, Lupashin VV, Schmitt HD, Waters 
MG. Assembly of the ER to Golgi SNARE com-
plex requires Uso1p. J Cell Biol 1996; 132:755-
67; PMID:8603910; http://dx.doi.org/10.1083/
jcb.132.5.755.

30. Cai Y, Chin HF, Lazarova D, Menon S, Fu C, Cai 
H, et al. The structural basis for activation of the 
Rab Ypt1p by the TRAPP membrane-tethering com-
plexes. Cell 2008; 133:1202-13; PMID:18585354; 
http://dx.doi.org/10.1016/j.cell.2008.04.049.

31. Cai H, Yu S, Menon S, Cai Y, Lazarova D, Fu C, 
et al. TRAPPI tethers COPII vesicles by binding 
the coat subunit Sec23. Nature 2007; 445:941-
4; PMID:17287728; http://dx.doi.org/10.1038/
nature05527.

32. Jones S, Newman C, Liu F, Segev N. The TRAPP 
complex is a nucleotide exchanger for Ypt1 and 
Ypt31/32. Mol Biol Cell 2000; 11:4403-11; 
PMID:11102533.

33. Wang W, Sacher M, Ferro-Novick S. TRAPP stimu-
lates guanine nucleotide exchange on Ypt1p. J Cell 
Biol 2000; 151:289-96; PMID:11038176; http://
dx.doi.org/10.1083/jcb.151.2.289.

34. Benli M, Döring F, Robinson DG, Yang X, Gallwitz 
D. Two GTPase isoforms, Ypt31p and Ypt32p, are 
essential for Golgi function in yeast. EMBO J 1996; 
15:6460-75; PMID:8978673.

35. Chen CZ, Calero M, DeRegis CJ, Heidtman M, 
Barlowe C, Collins RN. Genetic analysis of yeast 
Yip1p function reveals a requirement for Golgi-
localized rab proteins and rab-Guanine nucleotide 
dissociation inhibitor. Genetics 2004; 168:1827-41; 
PMID:15611160; http://dx.doi.org/10.1534/genet-
ics.104.032888.

36. Heidtman M, Chen CZ, Collins RN, Barlowe C. 
Yos1p is a novel subunit of the Yip1p-Yif1p complex 
and is required for transport between the endoplas-
mic reticulum and the Golgi complex. Mol Biol Cell 
2005; 16:1673-83; PMID:15659647; http://dx.doi.
org/10.1091/mbc.E04-10-0873.

37. Matern H, Yang X, Andrulis E, Sternglanz R, Trepte 
HH, Gallwitz D. A novel Golgi membrane protein is 
part of a GTPase-binding protein complex involved 
in vesicle targeting. EMBO J 2000; 19:4485-92; 
PMID:10970842; http://dx.doi.org/10.1093/
emboj/19.17.4485.

38. Calero M, Whittaker GR, Collins RN. Yop1p, the 
yeast homolog of the polyposis locus protein 1, inter-
acts with Yip1p and negatively regulates cell growth. 
J Biol Chem 2001; 276:12100-12; PMID:11278413; 
http://dx.doi.org/10.1074/jbc.M008439200.

39. Heidtman M, Chen CZ, Collins RN, Barlowe C. A 
role for Yip1p in COPII vesicle biogenesis. J Cell Biol 
2003; 163:57-69; PMID:14557247; http://dx.doi.
org/10.1083/jcb.200306118.



www.landesbioscience.com Tissue Barriers e23119-7

49. Wilson CL, Ouellette AJ, Satchell DP, Ayabe T, 
López-Boado YS, Stratman JL, et al. Regulation of 
intestinal alpha-defensin activation by the metallo-
proteinase matrilysin in innate host defense. Science 
1999; 286:113-7; PMID:10506557; http://dx.doi.
org/10.1126/science.286.5437.113.

50. Miller E, Antonny B, Hamamoto S, Schekman R. 
Cargo selection into COPII vesicles is driven by 
the Sec24p subunit. EMBO J 2002; 21:6105-13; 
PMID:12426382; http://dx.doi.org/10.1093/emboj/
cdf605.

51. Miller EA, Beilharz TH, Malkus PN, Lee MC, 
Hamamoto S, Orci L, et al. Multiple cargo binding 
sites on the COPII subunit Sec24p ensure capture of 
diverse membrane proteins into transport vesicles. 
Cell 2003; 114:497-509; PMID:12941277; http://
dx.doi.org/10.1016/S0092-8674(03)00609-3.

45. Naydenov NG, Brown B, Harris G, Dohn MR, 
Morales VM, Baranwal S, et al. A membrane fusion 
protein αSNAP is a novel regulator of epitheli-
al apical junctions. PLoS One 2012; 7:e34320; 
PMID:22485163; http://dx.doi.org/10.1371/journal.
pone.0034320.

46. Diaz F, Gravotta D, Deora A, Schreiner R, Schoggins 
J, Falck-Pedersen E, et al. Clathrin adaptor AP1B 
controls adenovirus infectivity of epithelial cells. 
Proc Natl Acad Sci U S A 2009; 106:11143-8; 
PMID:19549835; http://dx.doi.org/10.1073/
pnas.0811227106.

47. Wirtz-Peitz F, Zallen JA. Junctional trafficking and 
epithelial morphogenesis. Curr Opin Genet Dev 
2009; 19:350-6; PMID:19559596; http://dx.doi.
org/10.1016/j.gde.2009.04.011.

48. Brandl K, Plitas G, Mihu CN, Ubeda C, Jia T, 
Fleisher M, et al. Vancomycin-resistant enterococci 
exploit antibiotic-induced innate immune deficits. 
Nature 2008; 455:804-7; PMID:18724361; http://
dx.doi.org/10.1038/nature07250.

40. Barrowman J, Wang W, Zhang Y, Ferro-Novick 
S. The Yip1p.Yif1p complex is required for the 
fusion competence of endoplasmic reticulum-
derived vesicles. J Biol Chem 2003; 278:19878-84; 
PMID:12657649; http://dx.doi.org/10.1074/jbc.
M302406200.

41. Novick P, Field C, Schekman R. Identification of 
23 complementation groups required for post-trans-
lational events in the yeast secretory pathway. Cell 
1980; 21:205-15; PMID:6996832; http://dx.doi.
org/10.1016/0092-8674(80)90128-2.

42. Yoshida Y, Suzuki K, Yamamoto A, Sakai N, Bando 
M, Tanimoto K, et al. YIPF5 and YIF1A recycle 
between the ER and the Golgi apparatus and are 
involved in the maintenance of the Golgi structure. 
Exp Cell Res 2008; 314:3427-43; PMID:18718466; 
http://dx.doi.org/10.1016/j.yexcr.2008.07.023.

43. Tanimoto K, Suzuki K, Jokitalo E, Sakai N, 
Sakaguchi T, Tamura D, et al. Characterization of 
YIPF3 and YIPF4, cis-Golgi Localizing Yip domain 
family proteins. Cell Struct Funct 2011; 36:171-
85; PMID:21757827; http://dx.doi.org/10.1247/
csf.11002.

44. Dykstra KM, Pokusa JE, Suhan J, Lee TH. Yip1A 
structures the mammalian endoplasmic reticulum. 
Mol Biol Cell 2010; 21:1556-68; PMID:20237155; 
http://dx.doi.org/10.1091/mbc.E09-12-1002.


