
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

Q9ERU9 RBP2_MOUSE Mus
musculus

E3
SUMO-
protein
ligase
RanBP2

59.481703 S969;S1056;S1134;T1137;T1138;T1
304;T1306;S1307;T1591;S1592;S16
62;S1719;S1725;S1731;T2328;T233
8

S21;T779;S781;S788;S837;S947;S9
54;T1096;S1101;T1138;S1154;S124
3;T1407;S1438;S1441;S1446;S1528
;S1670;S1706;T1842;S1845;T1990;
S2083;S2088;S2107;S2117;S2127;T
2130;S2134;S2299;S2330;S2348;S2
364;T2450;T2503;S2505;S2576;T25
78;S2640;S2729;S3036

22517741;22645316;21606357;408
85482;36852467;35822049;400219
52;28528544;34678516;29187734;3
9627609;30059200;40997131;3001
6717

MRRSKADVERYIASVQGSAPSPREK
SMKGFYFAKLYYEAKEYDLAKKYIST
YINVQERDPKAHRFLGLLYEVEENID
KAVECYKRSVELNPTQKDLVLKIAEL
LCKNDVTDGRAKYWVERAAKLFPGS
PAIYKLKEQLLDCKGEDGWNKLFDL
IQSELYARPDDIHVNIRLVELYRSNK
RLKDAVAHCHEADRNTALRSSLEW
NLCVVQTLKEYLESLQCLDSDKSTW
RATNKDLLLAYANLMLLTLSTRDVQ
EGRELLESFDSALQSVKSSVGGNDE
LSATFLETKGHFYMHVGSLLLKMGQ
QSDIQWRALSELAALCYLVAFQVPRP
KVKLIKGEAGQNLLETMAHDRLSQS
GHMLLNLSRGKQDFLKEVVESFAN
KSGQSALCDALFSSQSSKERSFLGN
DDIGNLDGQVPDPDDLARYDTGAVR
AHNGSLQHLTWLGLQWNSLSTLPAI
RKWLKQLFHHLPQETSRLETNAPES
ICILDLEVFLLGVIYTSHLQLKEKCNS
HHTSYQPLCLPLPVCRQLCTERQKT
WWDAVCTLIHRKALPGTSAKLRLLV
QREINSLRGQEKHGLQPALLVHWA
QSLQKTGSSLNSFYDQREYIGRSVH
YWRKVLPLLKMIRKKNSIPEPIDPLF
KHFHSVDIQASEIGEYEEDAHITFAIL
DAVNGNIEDAMTAFESIKNVVSYWN
LALIFHRKAEDIENDALSPEEQEECK
NYLRKTRDYLIRILDDSDSNTSVVQK
LPVPLESVKEMLNSVMQELEDYSEG
GTLYKNGCWRSADSELKHSTPSPTK
YSLSPSKSYKYSPKTPPRWAEDQNSL
LKMICQQVEAIKKEMQELKLNSNNS
ASPHRWPAEPYGQDPAPDGYQGSQT
FHGAPLTVATTGPSVYYSQSPAYNSQ
YLLRPAANVTPTKGPVYGMNRLPPQ
QHIYAYSQQMHTPPVQSSSACMFSQ
EMYGPPLRFESPATGILSPRGDDYFN
YNVQQTSTNPPLPEPGYFTKPPLVA
HASRSAESKVIEFGKSNFVQPMQGE
VIRPPLTTPAHTTQPTPFKFNSNFKS
NDGDFTFSSPQVVAQPPSTAYSNSE
SLLGLLTSDKPLQGDGYSGLKPISGQ
ASGSRNTFSFGSKNTLTENMGPNQ
QKNFGFHRSDDMFAFHGPGKSVFT
TAASELANKSHETDGGSAHGDEED
DGPHFEPVVPLPDKIEVKTGEEDEE
EFFCNRAKLFRFDGESKEWKERGIG
NVKILRHKTSGKIRLLMRREQVLKIC
ANHYISPDMKLTPNAGSDRSFVWH
ALDYADELPKPEQLAIRFKTPEEAAL
FKCKFEEAQNILKALGTNTSTAPNH
TLRIVKESATQDNKDICKADGGNLN
FEFQIVKKEGPYWNCNSCSFKNAAT
AKKCVSCQNTNPTSNKELLGPPLVE
NGFAPKTGLENAQDRFATMTANKE
GHWDCSVCLVRNEPTVSRCIACQNT
KSASSFVQTSFKFGQGDLPKSVDSD
FRSVFSKKEGQWECSVCLVRNERSA
KKCVACENPGKQFKEWHCSLCSVK
NEAHAIKCVACNNPVTPSLSTAPPSF
KFGTSEMSKPFRIGFEGMFAKKEGQ
WDCSLCFVRNEASATHCIACQYPNK
QNQPTSCVSAPASSETSRSPKSGFE
GLFPKKEGEWECAVCSVQNESSSLK
CVACEASKPTHKPHEAPSAFTVGSK
SQSNESAGSQVGTEFKSNFPEKNFK
VGISEQKFKFGHVDQEKTPSFAFQG
GSNTEFKSIKDGFSFCIPVSADGFKF
GIQEKGNQEKKSEKHLENDPSFQA
HDTSGQKNGSGVVFGQTSSTFTFAD
LAKSTSREGFQFGKKDPNFKGFSGA
GEKLFSSQSGKVAEKANTSSDLEKD
DDAYKTEDSDDIHFEPVVQMPEKVE
LVTGEEDEKVLYSQRVKLFRFDAEIS
QWKERGLGNLKILKNEVNGKLRML
MRREQVLKVCANHWITTTMNLKPL
SGSDRAWMWLASDFSDGDAKLEQL
AAKFKTPELAEEFKQKFEECQRLLL
DIPLQTPHKLVDTGRAAKLIQRAEEM

True False 4.213 4.63 2.034 1.807



KSGLKDFKTFLTNDQVKVTDEENAS
SGADAPSASDTTAKQNPDNTGPALE
WDNYDLREDALDDSVSSSSVHASPL
ASSPVRKNLFRFGESTTGFNFSFKS
ALSPSKSPAKLNQSGASVGTDEESD
VTQEEERDGQYFEPVVPLPDLVEVS
SGEENEQVVFSHRAKLYRYDKDVGQ
WKERGIGDIKILQNYDNKQVRIVMR
RDQVLKLCANHRITPDMTLQTMKG
TERVWVWTACDFADGERKIEHLAVR
FKLQDVADSFKKIFDEAKTAQEKDS
LITPHVSHLSTPRESPCGKIAIAVLEE
TTRERTDLTQGDEVIDTTSEAGETSS
TSETTPKAVVSPPKFVFGSESVKSIFS
SEKSKPFAFGNSSATGSLFGFSFNA
PLKNSNSEMTSRVQSGSEGKVKPDK
CELPQNSDIKQSSDGKVKNLSAFSK
ENSSTSYTFKTPEKAQEKSKPEDLPS
DNDILIVYELTPTPEQKALAEKLLLPS
TFFCYKNRPGYVSEEEEDDEDYEMA
VKKLNGKLYLDDSEKPLEENLADND
KECVIVWEKKPTVEERAKADTLKLPP
TFFCGVCSDTDEDNGNGEDFQSEL
RKVCEAQKSQNEKVTDRVGIEHIGE
TEVTNPVGCKSEEPDSDTKHSSSSP
VSGTMDKPVDLSTRKETDMEFPSKG
ENKPVLFGFGSGTGLSFADLASSNS
GDFAFGSKDKNFQWANTGAAVFGT
QTTSKGGEDEDGSDEDVVHNEDIHF
EPIVSLPEVEVKSGEEDEEVLFKERA
KLYRWDRDVSQWKERGIGDIKILWH
TMKKYYRILMRRDQVFKVCANHVIT
KAMELKPLNVSNNALVWTASDYAD
GEAKVEQLAVRFKTKEMTESFKKKF
EECQQNIIKLQNGHTSLAAELSKDT
NPVVFFDVCADGEPLGRIIMELFSNI
VPQTAENFRALCTGEKGFGFKNSIF
HRVVPDFICQGGDITKYNGTGGQSIY
GDKFDDENFDLKHTGPGLLSMANY
GQNTNSSQFFITLKKAEHLDFKHVV
FGFVKDGMDTVRKIESFGSPKGSVS
RRICITECGQL


