UniprotKB . full . . . . . . |endoplasmi
D Entry name |organism name oglcnacscore |oglcnac sites iphosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus jmitochndrion reticulum
Q5UIPO RIF1_HUMAN [Homo Telomere- [23.087905 'T409;S415;S416;S540 [S402;T409;S782;S979;S1008;T1047 [23301498;30379171;40596516;409 [MTARGQSPLAPLLETLEDPSASHGG [True False 1.961 [4.428 |1.248 False
sapiens |associated ;S1162;T1220;S1236;S1238;S1422; [14422;32119511;32522876;285104 |QTDAYLTLTSRMTGEEGKEVITEIEK
protein S1454;S1513;T1518;S1542;51552;S [47;38253038 KLPRLYKVLKTHISSQNSELSSAALQ
RIF1 1554;S1556;S1564;S1576;S1579;S1 IALGFCLYNPKITSELSEANALELLSK

613;S1616;S1688;51693;5S1706;S17
09;T1806;S1810;S1873;S1876;S192
6;S1971;S2144;S2161;T2167;52172
;S2176;52195;52196;52205;52260;
52339;52391;52393;52465;52471

LNDTIKNSDKNVRTRALWVISKQTF
PSEVVGKMVSSIIDSLEILFNKGETH
SAVVDFEALNVIVRLIEQAPIQMGEE
IAVRWAKLVIPLVVHSAQKVHLRGAT
IALEMGMPLLLQKQQEIASITEQLMT
TKLISELQKLFMSKNETYVLKLWPLF
IVKLLGRTLHRSGSFINSLLQLEELGF
RSGAPMIKKIAFIAWKSLIDNFALNP
DILCSAKRLKLLMQPLSSIHVRTETL
IALTKLEVWWYLLMRLGPHLPANFE
QVCVPLIQSTISIDSNASPQGNSCHV
IATSPGLNPMTPVHKGASSPYGAPGT
PRMNLSSNLGGMATIPSIQLLGLEM
LLHFLLGPEALSFAKQNKLVLSLEPL
EHPLISSPSFFSKHANTLITAVHDSF
IVAVGKDAPDVVVSAIWKELISLVKSV
TESGNKKEKPGSEVLTLLLKSLESIV
KSEVFPVSKTLVLMEITIKGLPQKVL
GSPAYQVANMDILNGTPALFLIQLIF
INNFLECGVSDERFFLSLESLVGCVL
SGPTSPLAFSDSVLNVINQNAKQLE
NKEHLWKMWSVIVTPLTELINQTNE
IVNQGDALEHNFSAIYGALTLPVNHI
FSEQRFPVATMKTLLRTWSELYRAF
IARCAALVATAEENLCCEELSSKIMSS
LEDEGFSNLLFVDRIIYIITVMVDCID
FSPYNIKYQPKVKSPQRPSDWSKKK
INEPLGKLTSLFKLIVKVIYSFHTLSFK
EAHSDTLFTIGNSITGIISSVLGHISLP
SMIRKIFATLTRPLALFYENSKLDEV
PKVYSCLNNKLEKLLGEIIACLQFSY
TGTYDSELLEQLSPLLCIIFLHKNKQI
RKQSAQFWNATFAKVMMLVYPEEL
KPVLTQAKQKFLLLLPGLETVEMME
ESSGPYSDGTENSQLNVKISGMERK
SNGKRDSFLAQTKNKKENMKPAAK
LKLESSSLKVKGEILLEEEKSTDFVFI
PPEGKDAKERILTDHQKEVLKTKRC
DIPAMYNNLDVSQDTLFTQYSQEEP
MEIPTLTRKPKEDSKMMITEEQMDS
DIVIPQDVTEDCGMAEHLEKSSLSN
NECGSLDKTSPEMSNSNNDERKKA
LISSRKTSTECASSTENSFVVSSSSV
SNTTVAGTPPYPTSRRQTFITLEKFD
GSENRPFSPSPLNNISSTVTVKNNQ
ETMIKTDFLPKAKQREGTFSKSDSE
KIVNGTKRSSRRAGKAEQTGNKRSK
PLMRSEPEKNTEESVEGIVVLENNP
PGLLNQTECVSDNQVHLSESTMEH
DNTKLKAATVENAVLLETNTVEEKN
IVEINLESKENTPPVVISADQMVNED
SQVQITPNQKTLRRSSRRRSEVVEST
TESQDKENSHQKKERRKEEEKPLQK
SPLHIKDDVLPKQKLIAEQTLQENLI
EKGSNLHEKTLGETSANAETEQNKK
KADPENIKSEGDGTQDIVDKSSEKLV
RGRTRYQTRRASQGLLSSIENSESDS
SEAKEEGSRKKRSGKWKNKSNESV
DIQDQEEKVVKQECIKAENQSHDYK
IATSEEDVSIKSPICEKQDESNTVICQ
DSTVISDLLQVPDDLPNVCEEKNET
SKYAEYSFTSLPVPESNLRTRNAIKR
LHKRDSFDNCSLGESSKIGISDISSL
SEKTFQTLECQHKRSRRVRRSKGCD
CCGEKSQPQEKSLIGLKNTENNDVE
ISETKKADVQAPVSPSETSQANPYSE
GQFLDEHHSVNFHLGLKEDNDTIN
DSLIVSETKSKENTMQESLPSGIVNF
REEICDMDSSEAMSLESQESPNENF
KTVGPCLGDSKNVSQESLETKEEKP
EETPKMELSLENVTVEGNACKVTES
INLEKAKTMELNVGNEASFHGQERT
KTGISEEAAIEENKRNDDSEADTAKL
INAKEVATEEFNSDISLSDNTTPVKL
INAQTEISEQTAAGELDGGNDVSDLH
SSEETNTKMKNNEEMMIGEAMAET




GHDGETENEGITTKTSKPDEAETNM
LTAEMDNFVCDTVEMSTEEGIIDAN
KTETNTEYSKSEEKLDNNQMVMES
DILQEDHHTSQKVEEPSQCLASGTAI
SELIIEDNNASPQKLRELDPSLVSAN
DSPSGMQTRCVWSPLASPSTSILKR
GLKRSQEDEISSPVNKVRRVSFADPI
IYQAGLADDIDRRCSIVRSHSSNSSPI
GKSVKTSPTTQSKHNTTSAKGFLSP
GSRSPKFKSSKKCLISEMAKESIPCP
TESVYPPLVNCVAPVDIILPQITSNM
WARGLGQLIRAKNIKTIGDLSTLTAS
EIKTLPIRSPKVSNVKKALRIYHEQQ
IVKTRGLEEIPVFDISEKTVNGIENKS
LSPDEERLVSDIIDPVALEIPLSKNLL
IAQISALALQLDSEDLHNYSGSQLFE
MHEKLSCMANSVIKNLQSRWRSPS
HENSI




