}Jl;l iprotKB Entry name organism full name oglcnacscore oglcnac sites p.h osphorylation PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma
sites reticulum |apparatus membran¢
QIVQ58 QI9VQ58_DROME |Drosophila  |[BRCA2- 30.60235 S475;T566;S569;T712 [NaN 33925313;40245499 MWPQTLEMSRDECRGMLRRLELES (True False False |5.0 False False False False
melanogaster [interacting YSHVVSVFRAQGALSETKAKLLEELR
transcriptional QQFHINQERHRAEVRRAANDEQLC
repressor TIAENVCGPNTWQEWSREGRRLYPL
EMSY LPRISPQTALSIVANDLAAKACEENA

KLAAPAETAVHFGEALVEQASLMSL
KYPRGARIQDTAMVIMAEPFKVPDL
PNEVKKMTQKRKENDSGIDGKPNK
KRHMQQPHPQQPHLQASQQQQQS
QQLNPNSSNPGMEEADPVPPEKRM
TARTLQQRYFYQQQMKHKQRLASK
RNLANRLGSPSAQSGNPLGGRNMP
SSGGDTSTAKRSAAPAKSGRRAQKQ
LQQQQKLQQHQQQKVLMQSQETVP
NHMVVQPHVEYVLDEALKTLAASNP
PTPTSTVAPPYTILNEPRPLVTLKPLK
TIKPMIYGPQSGMPSAEIGSPTTPGS
RGFANSPIVFKEKLQASPVQVATQG
QGSPTKKFVAEERHADAMPSAATTP
TPISTANLPLAPQIISVQKIPAPSMGG
KLRAAVASPTSSTNSTLLPPGAKTTP
KKFNILEGDAKPKTLPSSAVRLLPYT
EPIGGPLSPLKDSRVTPLSSASTVNII
KNIPASSLNNTLITPLPSAGTTMPAN
LFRAKVTPSIKGASGAAGGATVIGAA
GATGIGGAGAGPQILGNIKLTSSSGG
AATIKQVPSSALRNIKICSPNGKLFL
QPGKLPAGSITHKFNNASSTAVSAAG
GVVTTTTTTVSPTKQPAREQRISIQKI
LQPATGSASSGSSSPTTTTTTISGLTS
SAKQPGLGNKPTTLTFATAGGGKNN
LVFLPASAASGMRALTLATKPKSNVL
VIGASTSPASAASSPNPSGGTKPKAN
QLITEDTPIDIINMPIIVADNGTAAEL
NQASVKNSPLVVFNATDWEMELDQ
AATKSASTTSKQALDDVIIEEDEDAE
EEARESSEQPSTMDLNNSIIELHPE
DDSAIEYVDMDLEQPVEIESTSNISP
ETATTTLKAAIVSTSPQQQQQQPQKK
HPPLEHPLSAGAAAGTGSSTGAAVQ

SAIKLP




