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organism oglcnacscore | : phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion .
ID name name sites reticulum apparatus mem]
A2AIV2 VIR MOUSE [Mus Protein [28.661372 T994;S1372(S133;S138;S173;T184;S222;T913;S |34418053;33300544;39627609 MAVDSSMELLFLDTFKHPSAEQSSH (True False 3.495 |5.0 1.766 1.118 False 1.22
musculus |virilizer 1578;T1707 IDVVRFPCVVYINEVRVIPPGVRAHS
homolog GLPDNRAYGETSPHTFQLDLFFNNV

SKPSAPVFDRLGSLEYDENTSIIFRP
NSKVNTDGLVLRGWYNCLTLAIYGS
VDRVISHDRDSPPPPPPPPPPPQPQP
TLKRNLKHADGEKEDQFNGSPPRP
QPRGPRTPPGPPPPDDDEDDPMSLP
VSGDKEEDVPHREDYFEPISPDRNS
VPQEGQYSDEGEVEEEPQEEGEDDE
DDVDVEEEEDEDEDDCHTVDSIPDD
EEEDEEEEGEEDEEGEGDDGYEQIS
SDEDGIADLERETFKYPNFDVEYTPE
DLASVPPMTYDPYDRELAPLLYFSCP
YKTTFEIEISRMKDQGPDKENSGAV
EASVKLTELLDLYQEDRGAKWVTAL
EEIPSLIIKGLSYLQLKNTEQDSLGQL
[VDWTMQALNLQVAFRQPIALNVRQ
LKAGTKLVTSLAECGAPGVTELLQAG
VINVLFDLLFADHVSSSLKLNAFKAL
DSVISMTEGMEAFLRSTQNEKSGYQ
RLLELILLDQTVRVVTAGSAILQKCH
FYEILSEIKRLGDHIAEKTSAVPNHS
EPDQDTDAVLERANPDYENEVEAS
MDMDLLESSIISEGEIEKLTNLLEEV
FHVMETAPHTMTQPPVKSFPTIARIT
GPPERDDPYPVLFRYLHSHHFLELV
TLLLSIPITSAHQGVLQATKDVLKFLA
QSQKGLLFFMSEYEATNLLIRALCH
LYDQDEEEGLQSDGADDAFALWLQ
DSTQTLQCITELFSHFQRCTASEETD
HSDLLGTLHNLYLITFNPVGRSAVG
HVFSLDKNLQSLITLMEYYSKEALG
DSKSKKSVAYNYACVLTLVVAQSSS
GVQMLEQHAASLLKLCKADENNAK
LQELGKWLEPLKNLRFEINCIPNLIE
[YVKQNIDNLMTAEGVGLTTALRVLC
NVACPPPPVEGQQKDLKWNLAVIQL
FSAEGMDTFIRVLQKLNSILTQPWR
LHVNMGTTLHRVTTISMARCTLTLL
KTMLTELLRGGSFEFKDMRVPSALV
TLHMLLCSIPLSGRLDSDEQKIQNDI
IDILLTFTQGVNEKLTISEETLANNT
WSLMLKEVLSSILKVPEGFFSGLILL
SELLPLPLPMQTTQVIEPHDISVALN
TRKLWSMHLHVQAKLLQEIVRSFSG
TTCQPIQHMLRRICVQLCDLASPTAL
LIMRTVLDLIVEDLQSTSEDKEKQYT
SQTTRLLALLDALASHKACKLAILHL
INGTIKGDERYAEIFQDLLALVRSPG
DSVTRQQCVEYVTSILQSLCDQDIAL
ILPSPSEGPASELEQLSNSLPSKELM
TAICDCLLATLANSESSYNCLLTCVR
TMMFLAEHDYGLFHLKSSLRKNSS
IALHSLLKRVVSTFSKDTGELASASLD
FMRQILNADAMGCCGDDSGLMEVE
GAHPPRTMSLNAAELKQLLQSKEES
PESLFLELEKLVLEHSKDDDSLESLL
DNVIGLKQMLESSGEPLPLSDQDVE
PVLSAPESLQNLFNNRTAYVLADVM
DDQLKSMWFTPFQAEEIDTDLDLVK
VDLIELSEKCCSDFDLHSELERSFLS
EPSSPGRSKTTKGFKLGKHKHETFIT
SSGKSEYIEPAKRAHVVPPPRGRGRG
GFGQGIRPHDIFRQRKQNTSRPPSM
HVDDFVAAESKEVVPQDGIPPPKRPL
KVSQKISSRGGFSGNRGGRGAFHSQ
NRFFTPPASKGNYSRREGTRGSSWS
AQNTPRGNYNESRGGQSNFNRGPL
PPLRPLSSTGYRPSPRDRASRGRGGL
GPSWASTNSGSGGSRGKFVSGGSG
RGRHVRSFTR




