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0

Q3UHF7 ZEP2_MOUSE Mus
musculus

Transcription
factor
HIVEP2

58.850007 T251;S389;S412;T416;S543;S545;S
549;S916;S1042;T1056;T1266;S127
1;S1308;S1316;S1340;S1342;T1365
;T1368;S1407;S1408;T1965;T2148

S811;S942;S947;S1040;S1431;S143
5;S2102;S2281;S2285;S2413;S2415

22517741;22645316;40885482;358
22049;40021952;19458039;346785
16;40997131

MDTGDTALGQKATSRSGETDSVSGR
WRQEQSAVLKMSTFSSQEGPRQPQI
DPEQIGNAASAQLFGSGKLASPGEG
LHQVTEKQYPPHRPSPYPCQHSLSF
PQHSLSQGMTHSHKPHQSLEGPPW
LFPGPLPSVASEDLFPFPMHGHSGG
YPRKKISNLNPAYSQYSQKSIEQAED
AHKKEHKPKKPGKYICPYCSRACAK
PSVLKKHIRSHTGERPYPCIPCGFSF
KTKSNLYKHRKSHAHAIKAGLVPFT
ESSVSKLDLEAGFIDVEAEIHSDGEQ
STDTDEESSLFAEASDKVSPGPPVPL
DIASRGGYHGSLEESLGGPMKVPILII
PKSGIPLASEGSQYLSSEMLPNPSLN
AKADDSHTVKQKLALRLSEKKGQDS
EPSLNLLSPHSKGSTDSGYFSRSESA
EQQISPPNTNAKSYEEIIFGKYCRLSP
RNTLSVTPTGQERTAMGRRGIMEPL
PHLNTRLEVKMFEDPISQLNPSKGE
MDPGQINMLKTTKFNSECRQPQAIP
SSVRNEGKPYPGNFLGSNPMLLEAP
VDSSPLIRSNSMPTSSATNLSVPPSL
RGSHSFDERMTGSDDVFYPGTVGIP
PQRMLRRQAAFELPSVQEGHMESE
HPARVSKGLASPSLKEKKLLPGDRP
GYDYDVCRKPYKKWEDSETLKQSYL
GSFKQGGEYFMDPSVPVQGVPTMF
GTTCENRKRRKEKSVGDEEDVPMIC
GGMGNAPVGMMSSEYDPKLQDGG
RSGFAMTAHESLAHGHSDRLDPAR
PQLPSRSPSLGSEDLPLAADPDKMT
DLGKKPPGNVISVIQHTNSLSRPNSF
ERSESTEMVACPQDKTPSPAETCDS
EVLEAPVSPEWAPPGDGGESGSKPT
PSQQVPQHSYHAQPRLVRQHNIQVP
EIRVTEEPDKPEKEKEAPTKEPEKPV
EEFQWPQRSETLSQLPAEKLPPKKK
RLRLADLEHSSGESSFESTGTGLSRS
PSQESNLSHSSSFSMSFDREETVKL
TAPPKQDESGKHSEFLTVPAGSYSLS
VPGHHHQKEMRRCSSEQMPCPHPT
EVPEIRSKSFDYGNLSHAPVAGTSPS
TLSPSRERKKCFLVRQASFSGSPEIA
QGEAGVDPSVKQEHMEHLHAGLRA
AWSSVLPPLPGDDPGKQVGTCGPLS
SGPPLHLTQQQIMHMDSQESLRNP
LIQPTSYMTSKHLPEQPHLFPHQDA
VPFSPIQNALFQFQYPTVCMVHLPA
QQPPWWQTHFPHPFAPHPQNSYSK
PPFQADLHSSYPLEHVAEHTGKKSA
DYPHAKEQTYPCYSGTSGLHSKNLP
LKFPSDPGSKSTETPTEQLLREDFAS
ENAGPLQSLPGTVVPVRIQTHVPSYG
SVMYTSISQILGQNSPAIVICKVDEN
MTQRTLVTNAAMQGIGLNIAQVLGQ
HTGLEKYPLWKVPQTLPLGLESSIPL
CLPSTSDNAASLGGSKRMLSPASSL
ELFMETKQQKRVKEEKMYGQIVEEL
SAVELTNSDIKKGLSRPQKPQLVRQ
GCASEPKDGCFQSRSSSFSSLSPSSS
QDHPSASGPFPPNREILPGSRAPPRR
KFSGPSESRESSDELDMDETSSDMS
MSPQSSALPTGGGQQEEEGKARKLP
VSMLVHMASGPGGNVANSTLLFTD
VADFQQILQFPSLRTTTTVSWCFLNY
TKPSFVQQATFKSSVYASWCISSCNP
NPSGLNTKTTLALLRSKQKITAEIYTL
AAMHRPGAGKLTSSSVWKQFAQMK
PDAPFLFGNKLERKLAGNVLKERGK
GEIHGDKDLGSKQTEPIRIKIFEGGY
KSNEDYVYVRGRGRGKYICEECGIR
CKKPSMLKKHIRTHTDVRPYVCKLC
NFAFKTKGNLTKHMKSKAHMKKCL
ELGVSMTSVDDTETEEAENMEELH
KTSEKHSMSGISTDHQFSDAEESDG
EDGDDNDDDDEDDDDFDDQGDLTP
KTRSRSTSPQPPRFSSLPVNVGAVA
HGVPSDSSLGHSSLISYLVTLPSIQVT
QLMTPSDSCDDTQMTEYQRLFQSK
STDSEPDKDRLDIPSSMDEEAMLSS

True False 1.183 5.0 1.276



EPSSSPRDFSPSSYRSSPGYDSSPCR
DNSPKRYLIPKGDLSPRRHLSPRRDL
SPMRHLSPRKEAALRREMSQGDAS
PRRHLSPRRPLSPGKDITARRDLSPR
RERRYMTTIRAPSPRRALYPNPPLSM
GQYLQTEPIVLGPPNLRRGIPQVPYF
SLYGDQEGAYEHHGSSLFPEGPTDY
VFSHLPLHSQQQVRAPIPMVPVGGI
QMVHSLPPALSGLHPPPTLPLPTEG
SEEKKGAPGEAFAKDPYILSRRHEK
QAPQVLQSSGLPSSPSSPRLLMKQS
TSEDSLNSTEREQEENIQTCTKAIAS
LRIATEEAALLGADPPTWVQESPQKP
LESAHVSIRHFGGPEPGQPCTSAAH
PDLHDGEKDTFGTSQTAVAHPTFYS
KSSVDEKRVDFQSSKELSLSTEEGN
EPSPEKNQLH


