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

0

Q9ULM3 YETS2_HUMAN Homo
sapiens

YEATS
domain-
containing
protein	2

34.056376 S388;T389;S403;S421;S425;T478;T
513;S525;S531;T587;T604;S608;S6
10;S670;S703;T708;T718;T723;S88
0;T885;S889;S964;S972;T989;S990;
S998;T1011;S1014;S1039;S1059;T1
062;S1063

S118;S120;S157;T407;S447;S463;S
465;S471;S473;T478;S536;S575;S6
27;T1219

38665916;23301498;33214551;303
79171;39302247;28657654;395314
97;40541806;32574038;39534244;3
5254053;31492838;40307207;3062
0550;32119511;21740066;3401994
8;29237092;35132862;34846842;40
596516;40136647;35289036;30059
200;20305658;35138101;31637018;
29351928

MSGIKRTIKETDPDYEDVSVALPNKR
HKAIENSARDAAVQKIETIIKEQFALE
MKNKEHEIEVIDQRLIEARRMMDKL
RACIVANYYASAGLLKVSEGSKTCDT
MVFNHPAIKKFLESPSRSSSPANQR
AETPSANHSESDSLSQHNDFLSDKD
NNSNMDIEERLSNNMEQRPSRNTG
RDTSRITGSHKTEQRNADLTDETSR
LFVKKTIVVGNVSKYIPPDKREENDQ
STHKWMVYVRGSRREPSINHFVKKV
WFFLHPSYKPNDLVEVREPPFHLTR
RGWGEFPVRVQVHFKDSQNKRIDII
HNLKLDRTYTGLQTLGAETVVDVEL
HRHSLGEDCIYPQSSESDISDAPPSL
PLTIPAPVKASSPIKQSHEPVPDTSVE
KGFPASTEAERHTPFYALPSSLERTP
TKMTTSQKVTFCSHGNSAFQPIASS
CKIVPQSQVPNPESPGKSFQPITMSC
KIVSGSPISTPSPSPLPRTPTSTPVHV
KQGTAGSVINNPYVIMDKQPGQVIG
ATTPSTGSPTNKISTASQVSQGTGSP
VPKIHGSSFVTSTVKQEDSLFASMPP
LCPIGSHPKVQSPKPITGGLGAFTKVI
IKQEPGEAPHVPATGAASQSPLPQYV
TVKGGHMIAVSPQKQVITPGEGIAQS
AKVQPSKVVGVPVGSALPSTVKQAV
AISGGQILVAKASSSVSKAVGPKQVV
TQGVAKAIVSGGGGTIVAQPVQTLTK
AQVTAAGPQKSGSQGSVMATLQLPA
TNLANLANLPPGTKLYLTTNSKNPS
GKGKLLLIPQGAILRATNNANLQSGS
AASGGSGAGGGGGGGGGGGSGSGG
GGSTGGGGGTAGGGTQSTAGPGGIS
QHLTYTSYILKQTPQGTFLVGQPSPQ
TSGKQLTTGSVVQGTLGVSTSSAQG
QQTLKVISGQKTTLFTQAAHGGQAS
LMKISDSTLKTVPATSQLSKPGTTML
RVAGGVITTATSPAVALSANGPAQQS
EGMAPVSSSTVSSVTKTSGQQQVCV
SQATVGTCKAATPTVVSATSLVPTPN
PISGKATVSGLLKIHSSQSSPQQAVL
TIPSQLKPLSVNTSGGVQTILMPVNK
VVQSFSTSKPPAILPVAAPTPVVPSSA
PAAVAKVKTEPETPGPSCLSQEGQTA
VKTEESSELGNYVIKIDHLETIQQLLT
AVVKKIPLITAKSEDASCFSAKSVEQ
YYGWNIGKRRAAEWQRAMTMRKVL
QEILEKNPRFHHLTPLKTKHIAHWC
RCHGYTPPDPESLRNDGDSIEDVLT
QIDSEPECPSSFSSADNLCRKLEDLQ
QFQKREPENEEEVDILSLSEPVKINI
KKEQEEKQEEVKFYLPPTPGSEFIGD
VTQKIGITLQPVALHRNVYASVVED
MILKATEQLVNDILRQALAVGYQTAS
HNRIPKEITVSNIHQAICNIPFLDFLT
NKHMGILNEDQ

True False 1.547 4.701 False


