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1. MP Identification Trials On Testis Disease Sample



Testis Analysis for Identification of MPs
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Homology on MPs of High Resemblance

RGPD1

RANBP2-like and GRIP domain-containing protein 1
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RGPD2

RANBP2-like and GRIP domain-containing protein 1
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Homology on MPs of High Resemblance

RGPD1 vs RGPD2

PODID1 RGPD2_HUMAN - RANBP2-like and GRIP domain-containing protein 2 Homo sapiens (Human)

E-value: 0.0

Score: 8972

Ident.: 95.9%
Positives ; 99.9%
Cluery Length: 1748
Match Length: 1758

———————————————

FOOJUDO RGPO _HUMAN 17 FLRGEYF ALY YEAKEY DLAKKY YCTY LSYUERDIPRAHRFLGLLY B_EENT BAYECYRR K=
FLRGYE ALY YEAKEY DLAKKY YCTY LEVEIERDP RS HRFLIELY B_EENT B avECYRR

FOOJDT RGPOZ2_HUMAR 25 KLRGFYFAKLY YEAKEY DLAKENYCTY LSYOERDPRAHRFLGLLY B_EENT BXAYECYRR B4

FOCUDO AP _HIMAN 1277 HFSRRSALELEREPARLHUEETSYETDEEDY T LEEERDELYF B PLFDLY BY S5EE 1336
M PSR LSLEREPA KLHUSETSYETDEEEDY T DEEEFDGELIYF BPYY PLPDLY BY S5EE

FOCUDT FGPDE_HIMAN 1285 WRSRRSALELEKEPARLHULEETSYETDEESDY T LEEERDELYE B PLFDLY BY S5EEE 1344

a

FOCUDO AP _HIMAN 1337 HEMYFSHRAELY R CRIY ELWKERG] GO LLMYDNELY R YMBRDOVLKLCANHRIT T 1286
NELIVYFSH AELY R Ck:CW GUWKERG] G0 TR | LOWYDRELY R YMERCOYLELCAMHRI T

FOOUDT FGPDE_HIMAN 1345 WEIYFSHMAELY BY DR DY GRKERGT G K LUWYDNELN RIYMBRDUYLELCAKHRI T 1404

These proteins have only one unique peptide.



2. Characterization of MPs on Chr.9



Characterization Strategy of MPs

a0 - &
e BB S5

O/E in human cell line

v N

Subcellular Localization Interactome Analysis

K/O mice

|

In vivo Study

&
B
¥
®


http://www.mousephenotype.org/
http://www.mousephenotype.org/

Priority uPE1 Selection

uPE1: 59 proteins (Chr.9, )
10 proteins were selected
> 2 proteins for this year

Priority | Acc. code Protein name Gene name | Chr | Years
1 NX_Q9UFNO | Protein NipSnap homolog 3A 9 2018
2 NX_Q5T7W?7 | Thiosulfate TSTD2 9 2018
sulfurtransferase/rhodanese-
like domain-containing protein
2
3 NX_Q772304 | MAM domain-containing [ MAMDC2 9
protein 2
4 NX_Q7L5A3 | Protein FAM214B FAM214B
S NX_Q5JUQO | Protein FAM78A FAM78A 9
6 NX_Q2TAMO9 | Tumor suppressor candidate 9
gene 1 protein
7 NX_Q96J77 | Tumor protein D55 TPD52L3
8 NX_Q9NX38 | Protein Simiate 9
9 NX_Q15527 | Surfeit locus protein 9
10 NX_Q8NS5I2 | Arrestin domain-containing 9
protein 1

Gene Production Phenotype Register
. phenotype =) Interest
Nipsnap3a data available

ES Cells



ARI

ARID3C IP-MS: Interactome Selection

D3C
AT-rich interactive domain-containing protein 3C
Inferred from homology

Molecular Function: DNA-binding
Biological Process: Transcription, Transcription regulation
Subcellular location: Nucleus
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ARID3C IP-MS: Network analysis

ARID3C brief information

GO - Molecular function (DNA binding)

» chromatin binding Source: Ensembl

* RNA polymerase Il regulatory region sequence-specific DNA binding Sourd
GO_Central

 transcriptional activator activity, RNA polymerase Il transcription regulatory
region sequence-specific DNA binding Source: GO_Central

®

Subcellular localization (Nucleus)
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Manual annotation | | Automatic computational assertion
Nucleus

nucleus € Source: GO_Central
Other locations

cytoplasm 4 Source: Ensembl
membrane raft # Source: MGI +

Input: IP-MS data

G0:0044822
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Molecular Function (GO)

pathway description count in gene set false discovery rate
RNA binding 8 0.00109
nucleic acid binding 9 0.0251 e
poly(4) RMA binding B 0.0251 fe

Cellular Component (GO)

pathway description count in gene set false discovery rate
endoplasmic reticulum chaperone complex 2 0.00549
melanosome 3 0.00549
extracellular exosome 8 000549 [
focal adhesion 4 0.00706
endoplasmic reticulum lumen 3 0.0175
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