UniprotKB Entry name |organism full name |oglcnacscore [oglcnac sites p.h osphorylation PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi
ID sites reticulum |apparatu
Q6ZN30 BNC2_HUMAN Homo Zinc finger |31.648612 S275;T514;S515;T519;T525|S561 30620550;39531497;31492838;352 |MAHLGPTPPPHSLNYKSEDRLSEQD (True False 2.427 [4.818 |1.284 0.953 0.625
sapiens [protein 54053 'WPAYFKVPCCGVDTSQIESEEAEVD
basonuclin- VRERETQRDREPKRARDLTLRDSCT

2

DNSMQFGTRTTTAEPGFMGTWQNA
DTNLLFRMSQQAIRCTLVNCTCECF
QPGKINLRTCDQCKHGWVAHALDK
LSTQHLYHPTQVEIVQSNVVFDISSL
MLYGTQAVPVRLKILLDRLFSVLKQE
EVLHILHGLGWTLRDYVRGYILQDA
AGKVLDRWAIMSREEEIITLQQFLRF
GETKSIVELMAIQEKEGQAVAVPSSK
TDSDIRTFIESNNRTRSPSLLAHLEN
SNPSSIHHFENIPNSLAFLLPFQYIN
PVSAPLLGLPPNGLLLEQPGLRLREP
SLSTQNEYNESSESEVSPTPYKNDQ
TPNRNALTSITNVEPKTEPACVSPIQ
NSAPVSDLTKTEHPKSSFRIHRMRR
MGSASRKGRVFCNACGKTFYDKGT
LKIHYNAVHLKIKHRCTIEGCNMVF
SSLRSRNRHSANPNPRLHMPMLRN
NRDKDLIRATSGAATPVIASTKSNLA
LTSPGRPPMGFTTPPLDPVLQNPLPS
QLVFSGLKTVQPVPPFYRSLLTPGE
MVSPPTSLPTSPIIPTSGTIEQHPPPP
SEPVVPAVMMATHEPSADLAPKKKP
RKSSMPVKIEKEIIDTADEFDDEDDD
PNDGGAVVNDMSHDNHCHSQEEM
SPGMSVKDFSKHNRTRCISRTEIRR
ADSMTSEDQEPERDYENESESSEPK
LGEESMEGDEHIHSEVSEKVLMNS
ERPDENHSEPSHQDVIKVKEEFTDP
TYDMFYMSQYGLYNGGGASMAALH
ESFTSSLNYGSPQKFSPEGDLCSSPD
PKICYVCKKSFKSSYSVKLHYRNVHL
KEMHVCTVAGCNAAFPSRRSRDRH
SANINLHRKLLTKELDDMGLDSSQP
SLSKDLRDEFLVKIYGAQHPMGLDV
REDASSPAGTEDSHLNGYGRGMAE
DYMVLDLSTTSSLQSSSSIHSSRESD
AGSDEGILLDDIDGASDSGESAHKA
EAPALPGSLGAEVSGSLMFSSLSGS
NGGIMCNICHKMYSNKGTLRVHYK
TVHLREMHKCKVPGCNMMFSSVRS

RNRHSQNPNLHKNIPFTSVD




