
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

0

Q9UGU0 TCF20_HUMAN Homo
sapiens

Transcription
factor	20

21.252035 T198;T216;S219;S220;S237;S238;S
240;S241;S242;S243;S244;S245;S2
46;T336;S368;T385;S559;S686;T69
3;S694;T696;S699;S701;S704;S147
4

S419;S430;S538;S559;S574;S583;S
640;S871;S966;S1005;S1053;S1305
;S1335;S1361;S1522;S1669;T1671;
T1762;T1764

35132862;35254053;34846842;340
19948;29237092;30059200;325740
38;30379171;37340703;38665916;3
9534244;35289036;39302247;2935
1928;39531497;31492838;2711444
9;28411811;33214551

MQSFREQSSYHGNQQSYPQEVHGS
SRLEEFSPRQAQMFQNFGGTGGSS
GSSGSGSGGGRRGAAAAAAAMASET
SGHQGYQGFRKEAGDFYYMAGNKD
PVTTGTPQPPQRRPSGPVQSYGPPQ
GSSFGNQYGSEGHVGQFQAQHSGL
GGVSHYQQDYTGPFSPGSAQYQQQA
SSQQQQQQVQQLRQQLYQSHQPLP
QATGQPASSSSHLQPMQRPSTLPSS
AAGYQLRVGQFGQHYQSSASSSSSS
SFPSPQRFSQSGQSYDGSYNVNAGS
QYEGHNVGSNAQAYGTQSNYSYQP
QSMKNFEQAKIPQGTQQGQQQQQP
QQQQHPSQHVMQYTNAATKLPLQS
QVGQYNQPEVPVRSPMQFHQNFSPI
SNPSPAASVVQSPSCSSTPSPLMQT
GENLQCGQGSVPMGSRNRILQLMP
QLSPTPSMMPSPNSHAAGFKGFGLE
GVPEKRLTDPGLSSLSALSTQVANLP
NTVQHMLLSDALTPQKKTSKRPSSS
KKADSCTNSEGSSQPEEQLKSPMAE
SLDGGCSSSSEDQGERVRQLSGQST
SSDTTYKGGASEKAGSSPAQGAQNE
PPRLNASPAAREEATSPGAKDMPLS
SDGNPKVNEKTVGVIVSREAMTGRV
EKPGGQDKGSQEDDPAATQRPPSN
GGAKETSHASLPQPEPPGGGGSKGN
KNGDNNSNHNGEGNGQSGHSAAG
PGFTSRTEPSKSPGSLRYSYKDSFGS
AVPRNVSGFPQYPTGQEKGDFTGHG
ERKGRNEKFPSLLQEVLQGYHHHP
DRRYSRSTQEHQGMAGSLEGTTRP
NVLVSQTNELASRGLLNKSIGSLLE
NPHWGPWERKSSSTAPEMKQINLT
DYPIPRKFEIEPQSSAHEPGGSLSER
RSVICDISPLRQIVRDPGAHSLGHMS
ADTRIGRNDRLNPTLSQSVILPGGLV
SMETKLKSQSGQIKEEDFEQSKSQA
SFNNKKSGDHCHPPSIKHESYRGNA
SPGAATHDSLSDYGPQDSRPTPMRR
VPGRVGGREGMRGRSPSQYHDFAE
KLKMSPGRSRGPGGDPHHMNPHM
TFSERANRSSLHTPFSPNSETLASAY
HANTRAHAYGDPNAGLNSQLHYKR
QMYQQQPEEYKDWSSGSAQGVIAA
AQHRQEGPRKSPRQQQFLDRVRSPL
KNDKDGMMYGPPVGTYHDPSAQEA
GRCLMSSDGLPNKGMELKHGSQKL
QESCWDLSRQTSPAKSSGPPGMSS
QKRYGPPHETDGHGLAEATQSSKPG
SVMLRLPGQEDHSSQNPLIMRRRV
RSFISPIPSKRQSQDVKNSSTEDKGR
LLHSSKEGADKAFNSYAHLSHSQDI
KSIPKRDSSKDLPSPDSRNCPAVTLT
SPAKTKILPPRKGRGLKLEAIVQKITS
PNIRRSASSNSAEAGGDTVTLDDILS
LKSGPPEGGSVAVQDADIEKRKGEV
ASDLVSPANQELHVEKPLPRSSEEW
RGSVDDKVKTETHAETVTAGKEPPG
AMTSTTSQKPGSNQGRPDGSLGGTA
PLIFPDSKNVPPVGILAPEANPKAEE
KENDTVTISPKQEGFPPKGYFPSGKK
KGRPIGSVNKQKKQQQPPPPPPQPP
QIPEGSADGEPKPKKQRQRRERRKP
GAQPRKRKTKQAVPIVEPQEPEIKLK
YATQPLDKTDAKNKSFYPYIHVVNK
CELGAVCTIINAEEEEQTKLVRGRKG
QRSLTPPPSSTESKALPASSFMLQGP
VVTESSVMGHLVCCLCGKWASYRN
MGDLFGPFYPQDYAATLPKNPPPKR
ATEMQSKVKVRHKSASNGSKTDTEE
EEEQQQQQKEQRSLAAHPRFKRRH
RSEDCGGGPRSLSRGLPCKKAATEG
SSEKTVLDSKPSVPTTSEGGPELELQ
IPELPLDSNEFWVHEGCILWANGIYL
VCGRLYGLQEALEIAREMKCSHCQE
AGATLGCYNKGCSFRYHYPCAIDAD
CLLHEENFSVRCPKHKPPLPCPLPPL
QNKTAKGSLSTEQSERG

True False 1.773 4.87 3.0


