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“Closed” chromatin “Open” chromatin
(Heterochromatin) (Euchromatin)
Tumor suppressor gene silencing Re-expression of tumor suppressor genes
Metastasis & aggressiveness Activation of apoptosis inducing factors
Drug resistance Growth inhibition
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Bioinformatics analysis

NCBI Information

FEGene FREZERNF20 PIG( sus scrofa), AFERNF20EFKIEE K
FEH A B8 B B e R

RNF20 ring finger protein 20 [ Sus scrofa (pig) ]
Gene ID: 100154259, updated on 3-Sep-2017

»
-~

~ Summary

Gene symbol RNF20
Gene description ring finger protein 20
See related EnsemblENSSSCG00000005399
Gene type protein coding
RefSeq status MODEL
Organism Sus scrofa
Lineage Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria;
Laurasiatheria; Cetartiodactyla; Suina; Suidae; Sus
Expression Ubiquitous expression in ovary (RPKM 13.7), lung (RPKM 13.0) and 8 other tissues See
more
Orthologs human mouse all
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1. https://www.ncbi.nlm.nih.gov/SNP/snp_ref.cgi?locusid=100154259
(SNPAL = #1035 FE)

|Gene Model (mRNA alignment) information from genome sequence {
Total gene model (contig mRNA transcript): 1
mrna transcript protein mrna orientation Contig Contig Label List SNP
XM_001926594 .6 plus strand XP_001926529.2 forward NW 018084664 1 Sscrofat1.1  <- currently shown

in gene region * cSNP ' has frequency ' double hit | refresh

gene model Contig Label Contig mrna protein mrna orientation transcript snp count
(contig mRNA transcript): Sscrofal1. 1 NW_018084664.1 XM 0019265594 6 XP_001926629.2 forward plus strand 38, coding

- _— . Amino
i Chr. mRNA dbSNPrs# Hetero- Allele Clinically  Clinical : dbSNP Protein Codon _ .
Reglon osition pos  clusterid zygosity Yoldation MAF i 30 associated significance T UMMM aliele residue pos :‘35" il o
243237985 433 rs340471153 N.D. ’ synonymous G Arg[R] 3 82
contig
reference PRl g &2
243233165493 rs319158519 N.D. Synonymous A Glug 3 102
contig
reference EUIEl = L
243233249 577 15328823511 N.D. synonymous T Pro[P] 3 130


https://www.ncbi.nlm.nih.gov/SNP/snp_ref.cgi?locusId=100154259

2~ http://www.reactome.org/content/detail/R-SSC-8866654 (Reactome)

-5, E3 ubiquitin ligases ubiguitinate target proteins

Stable Identifier R-55C-B866654
Type Pathway
Species 5us scrofa

Locations in the PathwayBrowser

= & Metabgli€i of proteins (Sus scrofa)
L& Pposf/translational protein modification (Sus scrofa)
L. Rrotein ubiguitination (Sus scrofa)
Lo ubiquitin ligases ubiquitinate target proteins (Sus#€rofa)



http://www.reactome.org/content/detail/R-SSC-8866654

3.http://asia.ensembl.org/Sus_scrofa/Gene/Summary?g=ENSSSCG00000005399;r
=1:243225719-243254557 (Ensembl )

Description ring finger protein 20 [Source:HGNC Symbol;Acc:HGNC: 10062
Synonyms BRE1, BRE1A, FLJ11189, FLJ20382, KAIA2779, hBRE1
Location Chromosome 1: 243,225 719-243 254 557 forward strand.
Sscrofall.1:CM0O00812.5
About this gene This gene has 2 transcripts (splice varants), 100 orthologues, 1 paralogue and is a member of 1 Ensembl protein family.

Transcripts Hide transcript table

Show/hide columns (1 hidden)

i M
Name Transcript 1D bp  Protein = Biotype UniProt Flags
RNF20-202 ENSSSCT000000242742 4150  975aa | Protein coding F1SSBO# ~APPRIS P1

RNF20-201 ENSSSCT00000005342.3 4117 975aa | Protein coding| F1SSB0#  APPRIS P

VAR i =27 S50 N

FRNF20[Z
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http://www.cbs.dtu.dk/services/Promoter/ Promoter 2.0 Predicition #3417 )8
BT .
http://www.softberry.com/berry.phtml?topic=index&group=programs&subgr
oup=promoter SoftberryTiil|

http :// bimas . dcrt. nih .gov/molbio/proscan. Promoter SCAN

5 'UTR 3 ‘UTR
ATG
Exon 1 2 3 4 5§ 6 7 8 9 10 11 12 13 14 15 16 1718 19 20

RNF20 ZH %1, 20N EF, HPRIEFEEFATGATE _/EFLE



http://www.cbs.dtu.dk/services/Promoter/
http://www.softberry.com/berry.phtml?topic=index&group=programs&subgroup=promoter

Ensembl E T8 Bah FWNTERE: ATGTF##+200bp, _E¥#% -5kp.

Sequence, 7094 nucleotides

Position Score Likelihood

200 1.106 Highly likely prediction
2800 1.131 Highly likely prediction
4500 1.088 Highly likely prediction
5900 0.650 Marginal prediction

Position Score  Likelihood

where 'Position' is a position in the sequence,

'Score' is the prediction score for a transcription start site occurring within 100
base pairs upstream from that position and

'‘Likelihood' is a descriptive label associated with that score. The scores are always
positive numbers;
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S-adenosylmethionine
(methyl donor)

http://www.urogene.org/cgi-bin/methprimer2/MethPrimer.cgi TR CpG
https://www.ebi.ac.uk/Tools/seqstats/emboss_cpgplot/

MP.... MethPrimer - Input

MethPrimer allows you to design primers for most bisulfite conversion based PCR primers and to predict CpG islands on an input
sequence. It also allow you to search for predesigned primers for human and mouse genes.

= Design primers on your input sequence: Paste an ORIGINAL DNA sequence. Input sequence doesn't need virtual bisulfite
conversion (e.g. convert 'C' to 'T"). Try this Sample sequence.

= Search for predesigned primers for human and mouse genes: Type in the box below gene symbol, Refseq D, to search for pre-
designed primers for protein coding genes, IncRNAs and miRNAs (e.g., ESR1, NM_000044, mir-1-1, PANDA).

» CpG island prediction: You can also use the program to predict CpG islands in a seqguence.



http://www.urogene.org/cgi-bin/methprimer2/MethPrimer.cgi
https://www.ebi.ac.uk/Tools/seqstats/emboss_cpgplot/
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I Methuylated-Specific B——mm
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NAME SIZE(bp) Star-End
Island 1 149 2627-2775
Island?2 198 2879-3076
Island3 103 3101-3203
Island4 102 3556-3657
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RNF20% 15 i1 2 Hr

Coding GC 1st letter GC  |2nd letter GC |3rd letter GC
47.85% 58.50% 31.15% 53.89%
#Codon AR Fraction Frequency Number
TR =y 0.365 23.26606 23
e A 0.333 21 .516 21
o A 0.032 2.045 2
ECT A 0.270 17.418 17
T=C Z 0.364 4 _.098 4
TET - 0.6306 7.172 7
ERAC D 0.31¢6 18.443 18
AT D O.6c84 39.955 39
AL E 0.38¢6 57.377 56
GAG E O.el4 91.189 89
TTC F 0.526 10.246 10
TTT F 0.474 9.221 S
EEA = 0.200 &.148 &
EEC = O0.267 8.197 B
GEE = O0.267 B8.197 B
=T = 0.267 8.197%7 &
CRAC H 0.529 9.221 S
CAT H 0.4771 8.197 &
ATH T 0.135 S.123 S
ATC T 0.378 14.344 14
ATT T 0.486 18.443 18
ARR E 0.447 47 .131 46
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