
UniprotKB
ID Entry	name organism full

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

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q9C091 GRB1L_HUMAN Homo
sapiens

GREB1-
like
protein

19.129548 NaN NaN 34019948 MGNSYAGQLKSARFEEALHNSIEAS
LRCSSVVPRPIFSQLYLDPDQHPFSS
ADVKPKVEDLDKDLVNRYTQNGSLD
FSNNLTVNEMEDDEDDEEMSDSNS
PPIPYSQKPAPEGSCTTDGFCQAGKD
LRLVSLCMEQIDIPAGFLLVGAKSPN
LPEHILVCAVDKRFLPDDHGKNALL
GFSGNCIGCGERGFRYFTEFSNHIN
LKLTTQPKKQKHLKYYLVRSSQGVL
SKGPLICWKECRSRQSSASCHSIKPS
SSVSSTVTPENGTTNGYKSGFTQTD
AANGNSSHGGKGSASSSTPAHTGN
YSLSPRPSYASGDQATMFISGPPKKR
HRGWYPGSPLPQPGLVVPVPTVRPL
SRTEPLLSAPVPQTPLTGILQPRPIPA
GETVIVPENLLSNSGVRPVILIGYGTL
PYFYGNVGDIVVSPLLVNCYKIPQLE
NKDLEKLGLTGSQFLSVENMILLTIQ
YLVRLGPDQVPLREEFEQIMLKAMQ
EFTLRERALQIGAQCVPVSPGQLPW
LARLIASVSQDLVHVVVTQNSLAEGI
SETLRTLSEMRHYQRLPDYVVVICAS
KIRGNEFCVVVLGQHQSRALAESML
TTSEFLKEISYELITGKVSFLASHFKT
TSLGDDLDKLLEKMQQRRGDSVVTP
FDGDLNECVSPQEAAAMIPTQNLDL
DNETFHIYQPQLTVARKLLSQVCAIA
DSGSQSLDLGHFSKVDFIIIVPRSEVL
VQQTLQRIRQSGVLVDLGLEENGTA
HQRAEKYVVRLDNEIQTKFEVFMRR
VKQNPYTLFVLVHDNSHVELTSVIS
GSLSHSEPSHGLADRVINCREVLEA
FNLLVLQVSSFPYTLQTQQSRISSSN
EVHWIQLDTGEDVGCEEKLYFGLSE
YSKSLQWGITSPLLRCDETFEKMVN
TLLERYPRLHSMVVRCYLLIQQYSEA
LMALTTMASLRDHSTPETLSIMDDL
ISSPGKNKSGRGHMLIIRVPSVQLA
MLAKERLQEVRDKLGLQYRFEIILG
NPATELSVATHFVARLKSWRGNEPE
EWIPRTYQDLDGLPCIVILTGKDPLG
ETFPRSLKYCDLRLIDSSYLTRTALE
QEVGLACCYVSKEVIRGPTVALDLSG
KEQERAAVSENDSDELLIDLERPQS
NSSAVTGTSGSIMENGVSSSSTADK
SQKQSLTPSFQSPATSLGLDEGVSAS
SAGAGAGETLKQECDSLGPQMASST
TSKPSSSSSGPRTLPWPGQPIRGCRG
PQAALPPVVILSKAAYSLLGSQKSGK
LPSSSSLLPHADVAWVSSLRPLLNK
DMSSEEQSLYYRQWTLARQHHADY
SNQLDPASGTRNFHPRRLLLTGPPQ
VGKTGSYLQFLRILFRMLIRLLEVDV
YDEEEINTDHNESSEVSQSEGEPWP
DIESFSKMPFDVSVHDPKYSLMSLV
YTEKLAGVKQEVIKESKVEEPRKRET
VSIMLTKYAAYNTFHHCEQCRQYM
DFTSASQMSDSTLHAFTFSSSMLGE
EVQLYFIIPKSKESHFVFSKQGKHLE
SMRLPLVSDKNLNAVKSPIFTPSSGR
HEHGLLNLFHAMEGISHLHLLVVKE
YEMPLYRKYWPNHIMLVLPGMFNN
AGVGAARFLIKELSYHNLELERNRL
EELGIKRQCVWPFIVMMDDSCVLW
NIHSVQEPSSQPMEVGVSSKNVSLK
TVLQHIEATPKIVHYAILGIQKWSSKL
TSQSLKAPFSRCHVHDFILLNTDLTQ
NVQYDFNRYFCEDADFNLRTNSSGL
LICRFNNFSLMKKHVQVGGQRDFII
KPKIMVSESLAPILPLQYICAPDSEHT
LLAAPAQFLLEKFLQHASYKLFPKAI
HNFRSPVLAIDCYLNIGPEVAICYISS
RPHSSNVNCEGVFFSGLLLYLCDSF
VGADLKKFKFLKGATLCVICQDRSSL
RQTIVRLELEDEWQFRLRDEFQTAN

None None None None None None None None None



SSDDKPLYFLTGRHV


