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How data was Gene Expression Omnibus (GEO) id: GSE44635, URL: https://www.ncbi.nlm.
acquired nih.gov/geo/query/acc.cgi?acc=GSE44635 from the article [1]
Data format Analyzed (Figs. 1-3, Alignment Figs. 4 and 5, Table 1)
Experimental Secondary analysis of published data
factors
Experimental Computational analysis
features
Data source -
location

Data accessibility ~ Accessible from this article

Value of the data

e The data from article [5] shows the expression profiles of the genes that contain at least one
alternative splicing event in different conditions. This information will be useful for other
researchers to understand the regulation of gene expression by alternative splicing.

e Alignment of MORCG protein to the ATPase-C family simplifies the mechanism by which splicing
factor RDM16 regulate the MORC6.

e This data provides the information of the genes that are affected in RADM pathway by knockdown
of RDM16 and STAT1 splicing factors. This data will help other researcher to validate the findings of
the exon/intron level analysis in RADM pathway.

1. Data

Figs. 1-3 depict expression profile of top 100 genes that has at least one exon or intron differ-
entially expressed in WT vs RDM16, WT vs STA1, and RDM16 vs STA1 respectively. The color key is
given with Fig. 3.

Fig. 4: Figure shows the alignment of MORC6 protein to the ATPase-C family members that have
conserved three ATP binding sites at 8, 11 and 14th position of the alignment. There are few more ATP
binding sites at 55-65, 104-107, 123-125, 166-169 but may not be contributing in the ATP binding
since co-factor binding site is only available in the protein sequence that is coded by exon4 in MORC6
(region highlighted in yellow).

Fig. 5: Figure shows the alignment of MORC6 protein to the ATPase-C family members that have
conserved Mg2+ binding site at 11th position of the alignment. Highlighted (yellow color) query
sequence shows the protein sequence that is coded by exon4 in MORC6. ASP (D) and ASN (N) are
essential amino acid for Mg?* binding but do not contribute in it [7].

2. Experimental design, materials and methods

The experiment contains RNA-Seq samples in three conditions; WT (wild type), mutant RDM16
and STA1. The raw data were downloaded from Gene Expression Omnibus (GEO) with accession
number GSE44635. The alignment of the reads were done using TopHat2 pipeline [2] (Table 1) and
the reads were counted via featurecount function in Rsubread package [4]. We used edgeR in order to
find the differentially expressed exons and introns [6]. Figs. 1-3 were prepared using in-built func-
tions in R. The alignment of the MORC6 protein to ATPase-C family members was done using ClustalX
software [3]


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc&equal;GSE44635
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc&equal;GSE44635
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc&equal;GSE44635
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc&equal;GSE44635
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc&equal;GSE44635

R.D. Sharma et al. / Data in Brief 12 (2017) 261-268 263

WT RDM16 STA1

Fig. 1. This figure depicts expression profile of top 100 genes that has at least one exon or intron differentially expressed in WT
vs RDM16. Color key used in expression profiles of genes in different contrasts is given with Fig. 3. (For interpretation of the
references to color in this figure legend, the reader is referred to the web version of this article.)
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WT RDM16 STA1

Fig. 2. Depicts expression profile of top 100 genes that has at least one exon or intron differentially expressed in WT vs STA1.
Color key used in expression profiles of genes in different contrasts is given with Fig. 3.
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Fig. 3. Depicts expression profile of top 100 genes that has at least one exon or intron differentially expressed in RDM16 vs
STAL1. The color key is given with figure.
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Color key used in expression profiles of genes in different contrasts (for fig. 1, 2 and 3).
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Feature 1 ## #
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query 255 efnasagefktlqg 267

gi 7470847 628 ---nhGTQFHFTV 637

gi 12644105 255 kkpdeYTKITFKP 267
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gi 17865492 161 akesvGTEIRLKL 173

gi 1708337 160 kkeesGTEIKLYL 172

gi 17865496 161 dkadrGTDIVMHI 173

gi 2495364 169 edapqGTSVTLHL 181

Fig. 4. Alignment of MORC6 protein to the ATPase-C family members that have conserved three ATP binding sites at 8, 11 and
14th position of the alignment. There are few more ATP binding sites at 55-65, 104-107, 123-125, 166-169 but may not be
contributing in the ATP binding since co factor binding site is only available in the protein sequence that is coded by exon4 in
MORCES6 (region highlighted in yellow).
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gi 17865492 25 KEIFLRELISNASDAIdkiyyralsddsitfnkddYFIKV--TANke---drTLTVSDTGIGMtkeelesnlgtiaksgs 99
gi 1708337 24 KEIFLRELISNASDAIdklkflsltnekfknialePKIEI--SFDd--~~~ kSILIKDNGIGMdeqdltnhlgviaksgt 96
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1A4H 175 erigrGTILRLFL 187
query 255 efnasagefktlqg 267

gi 7470847 628 ---nhGTQFHFTV 637
gi 12644105 255 kkpdeYTKITFKP 267
gi 6016274 174 aegsaGTCVVLHL 186
gi 17865492 161 akesvGTEIRLKL 173
gi 1708337 160 kkeesGTEIKLYL 172
gi 17865496 161 dkadrGTDIVMHI 173
gi 2495364 169 edapqgGTSVTLHL 181
gi 1708314 171 eqlgrGTKITLFL 183

Fig. 5. Alignment of MORC6 protein to the ATPase-C family members that have conserved Mg?* binding site at 11" position of
the alignment. Highlighted (yellow color) query sequence shows the protein sequence that is coded by exon4 in MORC6. ASP
(D) and ASN (N) are essential amino acid for Mg?* binding but do not contribute in it (Jorgensen et al. [7]).

Table 1
Summary of the TopHat2 alignment. (Values are in millions).

Sample Pairs Aligned pairs (%) Multiple alignments (%) Discordant alignments (%) Concordant pairs (%)

WT 2574 2410 (93.6%) 1.51 (6.2%) 0.02 (0.1%) 24.08 (93.5%)

RDM-16 26.62 24.93 (93.7%) 1.69 (6.7%) 0.02 (0.1%) 24.91 (93.6%)

STA1 2656  24.90 (93.8%) 2.15 (8.5%) 0.02 (0.1%) 24.88 (93.7%)
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