UniprotKB Entry name organism |full name oglcnacscore o.glcnac phosphorylation sites PMIDS [sequence intracellular [extracellular |cytosol nucleus mitochndrion enc!oplasmlc golgi plasma extr-acn
ID sites reticulum |apparatus membrane region
Q9HCM1 |RESF1_HUMAN [Homo Retroelement|28.771344 S$819;5828(5221;51145;T1240;S1358;S1708;S1 40307207 MNWNEKPKSATLPPLYPKSQPPFLH [True False 2.526 4.804 |0.502 False 1.013 0.669 0.629
sapiens |silencing 740 QSLINQI SQSSFSYPGSNQEACM
factor 1 [YPGNSNPISQPLLNIQNYPQQISVSD

MHNGTVVASHTSVERITYANVNGPK
QLTHNLQMSSGVTQNVWLNSPMR
NPVHSHIGATVSHQTDFGANVPNM
PALQSQLITSDTYSMQMQMIPSNST
RLPVAYQGNQGLNQSFSEQQVDWT
QQCISKGLTYPDYRPPPKLYRYSPQS
FLPDSTIQKQNFIPHTSLQVKNSQLL
NSVLTLPSRQTSAVPSQQYATQTDK
RPPPPPYNCRYGSQPLQSTQHITKHL
SMEVPQSREMLSSEIRTSFQQQWQ
NPNENVSTIGNFTNLKVNTNSKQPF
NSPIRSSVDGVQTLAQTNEEKIMDS
CNPTSNQVLDTSVAKEKLVRDIKTLV
EIKQKFSELARKIKINKDLLMAAGCI
KMTNTSYSEPAQNSKLSLKQTAKIQ
SGPQITPVMPENAERQTPTVVESAET
NKTQCMLNSDIQEVNCRRFNQVDS
VLPNPVYSEKRPMPDSSHDVKVLTS
KTSAVEMTQAVLNTQLSSENVTKVE
QNSPAVCETISVPKSMSTEEYKSKIQ
NENMLLLALLSQARKTQKTVLKDAN
QTIQDSKPDSCEMNPNTQMTGNQL
NLKNMETPSTSNVSGRVLDNSFCS
GQESSTKGMPAKSDSSCSMEVLATC
LSLWKKQPSDTAKEKECDKLRTNTT
IAVGISKPANIHVKSPCSVVGNSNSQ
NKISNPSQQTALSMVMHNYESSGIN
ITKGTELQIAVVSPLVLSEVKTLSVKG
ITPAVLPETVYPVIKEGSVCSLQNQL
IAENAKATAALKVDVSGPVASTATSTK
IFPLTQKEKQNESTNGNSEVTPNVN
QGKHNKLESAIHSPMNDQQISQESR
NSTVVSSDTLQIDNICSLVEGDTSYN
SQIAKIFSSLPLKMVEPQKPSLPNQQ
GIGSREPEKQLDNTTENKDFGFQKD
KPVQCTDVSHKICDQSKSEPPLESSF
NNLETNRVILEKSSLEHATEKSTAN
DTCSSAAIQEDIYPQEIDASSNYTPQ
DPARNEIHSDKAPVLYLHDQLSELL
KEFPYGIEAVNTREGSVGQQTTYQTS
EDQTADKTSSDSKDPADQIQITILSS
EQMKEIFPEQDDQPYVVDKLAEPQK
EEPITEVVSQCDLQAPAAGQSRDSVI
LDSEKDDIHCCALGWLSMVYEGVPQ
CQCNSIKNSSSEEEKQKEQCSPLDT
NSCKQGERTSDRDVTVVQFKSLVN
NPKTPPDGKSHFPELQDDSRKDTPK
TKHKSLPRTEQELVAGQFSSKCDKL
NPLQNHKRKKLRFHEVTFHSSNKM
TASYEQASQETRQKKHVTQNSRPLK
TKTAFLPNKDVYKKHSSLGQSLSPE
KIKLKLKSVSFKQKRKLDQGNVLDM
EVKKKKHDKQEQKGSVGATFKLGD
SLSNPNERAIVKEKMVSNTKSVDTK
IASSSKFSRILTPKEYLQRQKHKEALS
NKASKKICVKNVPCDSEHMRPSKLA
VQVESCGKSNEKHSSGVQTSKESLN
GLTSHGKNLKIHHSQESKTYNILRN
'VKEKVGGKQPDKIWIDKTKLDKLTNI
SNEAQFSQMPPQVKDQKKLYLNRV
GFKCTERESISLTKLESSPRKLHKDK
RQENKHKTFLPVKGNTEKSNMLEF
KLCPDILLKNTNSVEERKDVKPHPR
KEQAPLQVSGIKSTKEDWLKFVATK
KRTQKDSQERDNVNSRLSKRSFSAD
GFEMLQNPVKDSKEMFQTYKQMYL
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