UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular [extracellular cytosol nucleus mitochndrion em!oplasmlc golgi plasma extl_'acellular
ID name sites sites reticulum apparatus membrane region
Q2MHN3 |ZFHX2 MOUSE |Mus Zinc 25.775171 NaN NaN 34678516  MATLNSASPSGTVPSPGHNVRSPPP |None None None |None None None None None None
musculus [finger ETSSSSTSDPVTKDPPDAPSTSESIRS
homeobox SEPGGERLESGSDLDPPKEIGEPQEE
protein 2 PGCGHIPPKDLGVAKEEEEILPLDLS

SHLFFAAGGQAYLLANLPLPRGSEL
SLPKGFPWDEASAKEEPSLPLLTHF
PSSHLTTLHIQHGFDPIQGFSSSDQ
MLSHDTSAPSLAACERRDGSFWSY
QLVPNPTEDPKDGPLGSRREDHRA
MFWICLLCRLGFGRLQTFIGHTLSH
GVKLSPAHHQGLLGSPAVLQEGHD
GGMALLSFLEPKFLTRPSPEVPDTST
'VTVKTNGAQAEDGPPEADGQALVLP
IAEEVIALSPPSPPTALATWDPSPTQA
KDSPVPRGEAGPDWFPEGQEEDGG
LCLPLNQSSPTSKEVAVLPAPAGSPE
DTSDPPPSCRLADDYTPAPAAFQGLS
LSSHMSLLHSRNSCKTLKCPKCNW
HYKYQQTLDVHMREKHPESNSHCS
'YCSAGGAHPRLARGESYNCGYKPYR
CDVCNYSTTTKGNLSIHMQSDKHLA
NLQGFQAGPGGQASPPEASLPPTSV
GDKEPKTKSSWQCKVCSYETNISRN
LRIHMTSEKHMQNVLMLHQGLPLG
LPPGLVGPGPPPPPGAAPTNPPELFQ
'YFGPQALGQPQTPMPGPGLRPDKPL
EAQLLLNGFHHLGAPARKFPTAAPG
SLSPETHLPPSQLLGSSSDGLPTSPS
PDDSPALKVFRCLVCQAFSTDSLELL
LYHCSIGRSLPEAEWKEVAGDTHRC
KLCCYGTQLKANFQLHLKTDKHTQK
YQLAAHLREGGGAMGTPSLLALGDG
IASYGSISPLHLRCNICDFESNSKEK
MQLHTRGSAHEENSQIYKFLLEME
GAEAGPEPGLYHCLLCAWDTPSRLA
LLQHLRTPAHRDAQAQRRLQLLQN
GPAAEEGLSALQSILSFSHGRLQTPG
KASDTPLAQPPTSEKDAQNKTEQQA
SEVTEDRSGPPRDSANQITVFCCPYC
SFLSPECDQVRVHTLSQHAVQPKYR
CPLCQEQLVGRPALHFHLSHLHNVV
PECVEKLLLVATTVEMTFATKMLPG
PTLNPVEDGLDHPAPGAEPTPNRDQ
VAESSNLAPEVSPDPPLEPPLAPVEG
SREPSESPDQPPSPAPSPAPRLDAQV
EELAPLPTMSEEEEGAMGEPRSAEP
TPADSRHPLTYRKTTNFALDKFLDPA
RPYKCTVCKESFTQKNILLVHYNSVS
HLHKMKKAAIDPSGPARGEAGIPPP
IAATASDKPFKCTVCRVSYNQSSTLEI
HMRSVLHQTRSRGAKIDARAEGAER
GQEEFKEGETEGEAGTEKKGPDPGG
FMSGLPFLSPPPPPLDLHRFSAPLFT
PPVLPPFPLVPESLLKLQQQQLLLPF
'YLHDLKVGPKLALASPTPMLSLPAA
NPPPLPAPPKAELAEQEWERPLMAE
EGTEAGPSSPTHTSPNEAARTAAKA
LLENFGFELVIQYNEGKQAVPPPPTP
PPPESLGGGDKLACGACGKLFSNML
ILKTHEEHVHRRFLPFEALSRYAAQF
RKSYDSLYPPPVEPPKPPDGCLESPP
QLGPPFVVPEPEVGGIHTSEERSLSG
GGPWPSEEEEGSRGSLPPAVPVGRR
FSRTKFTEFQTQALQSFFETSAYPKD
GEVERLASLLGLASRVVVVWFQNAR
QKARKNACEGGPVTAGGASGGASG
CRRCHATFACVFELVRHLKKCYDDQ
PPEEEEEAERGEEEEEVEEEEAEER
NLEPAAARPGGPSPEHADGEDLSQT
EPTRPESKESEGKAPPSPPVYACDQC
IAASFPSQDLLTTHHRLHLLPSVQPS
IAPPPSQLLDLPLLVFGERNPVVSGTS
SVTGTPLKRKHDDGSLSPTGSEAGG
GGEGEPPKDKRLRTTILPEQLEILYR
'WYMQDSNPTRKMLDCISEEVGLKK




RVVQVWFQNTRARERKGQFRSTPG
GVAGPAVKPTVPPSPAPFPKFNLLLS
KIEDETGKEAPKRDAPAFPYPTVTPA
VGPLPFLPPGKEAAVPTPEPPPPLPP
PALSEDEGPEEPSKASPESEACSPSA
GDLSDSSASSLAEPESPGAGGTSGG
PGGGTGVPDSMGQRRYRTQMSSLQ
LKIMKACYEAYRTPTMQECEVLGEEI
GLPKRVIQVWFQNARAKEKKAKLQG
TAPPGSGGSSEGTSAAQRTDCPYCD
VKYDFYVSCRGHLFSRQHLAKLKEA
VRAQLKSESKCYDLAPAPETPLAPKG
PPATTPASSVPLGASPTLPRLAPVLLP
GPTLAQPPLGSIASFNSGPAASSGLL
GLATSVLPATTVVQTAGPGRPLPQRP
VSNQTNSSTDPTPGPATEPSGDKVS
GERKPVATLPNSSTDALKNLKALKA
TVPALLGGQFLPFPLPPAGGAAPPAV
FGPQLQGAYFQQLYGMKKGLFPMN
PVIPQTLIGLLPNALLQQPPQAPEPTA
TAPPKPPELPASGEGESSEADELLTG
STGISTVDVTHRYLCRQCKMAFDGE
IAPATAHQRSFCFFGRGSGASMPAPL
RVPICTYHCLACEVLLSGREALASHL
RSSAHRRKAAPPPGGPPITVTNSATA
VPAAVAFAKEEARLPHTDPNPKTTTT
STLLAL




