
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

0

Q69YN4 VIR_HUMAN Homo
sapiens

Protein
virilizer
homolog

23.99823 NaN S133;S138;S173;T184;S222;T914;S
1579;T1708

40914422;34019948;30379171 MAVDSAMELLFLDTFKHPSAEQSS
HIDVVRFPCVVYINEVRVIPPGVRAH
SSLPDNRAYGETSPHTFQLDLFFNN
VSKPSAPVFDRLGSLEYDENTSIIFRP
NSKVNTDGLVLRGWYNCLTLAIYGS
VDRVISHDRDSPPPPPPPPPPPQPQP
SLKRNPKHADGEKEDQFNGSPPRP
QPRGPRTPPGPPPPDDDEDDPVPLP
VSGDKEEDAPHREDYFEPISPDRNS
VPQEGQYSDEGEVEEEQQEEGEED
EDDVDVEEEEDEDEDDRRTVDSIPE
EEEEDEEEEGEEDEEGEGDDGYEQI
SSDEDGIADLERETFKYPNFDVEYTA
EDLASVPPMTYDPYDRELVPLLYFSC
PYKTTFEIEISRMKDQGPDKENSGAI
EASVKLTELLDLYREDRGAKWVTAL
EEIPSLIIKGLSYLQLKNTKQDSLGQL
VDWTMQALNLQVALRQPIALNVRQ
LKAGTKLVSSLAECGAQGVTGLLQA
GVISGLFELLFADHVSSSLKLNAFKA
LDSVISMTEGMEAFLRGRQNEKSGY
QKLLELILLDQTVRVVTAGSAILQKC
HFYEVLSEIKRLGDHLAEKTSSLPN
HSEPDHDTDAGLERTNPEYENEVEA
SMDMDLLESSNISEGEIERLINLLEE
VFHLMETAPHTMIQQPVKSFPTMAR
ITGPPERDDPYPVLFRYLHSHHFLEL
VTLLLSIPVTSAHPGVLQATKDVLKF
LAQSQKGLLFFMSEYEATNLLIRALC
HFYDQDEEEGLQSDGVIDDAFALWL
QDSTQTLQCITELFSHFQRCTASEET
DHSDLLGTLHNLYLITFNPVGRSAV
GHVFSLEKNLQSLITLMEYYSKEAL
GDSKSKKSVAYNYACILILVVVQSSS
DVQMLEQHAASLLKLCKADENNAK
LQELGKWLEPLKNLRFEINCIPNLIE
YVKQNIDNLMTPEGVGLTTALRVLC
NVACPPPPVEGQQKDLKWNLAVIQL
FSAEGMDTFIRVLQKLNSILTQPWR
LHVNMGTTLHRVTTISMARCTLTLL
KTMLTELLRGGSFEFKDMRVPSALV
TLHMLLCSIPLSGRLDSDEQKIQNDI
IDILLTFTQGVNEKLTISEETLANNT
WSLMLKEVLSSILKVPEGFFSGLILL
SELLPLPLPMQTTQVIEPHDISVALN
TRKLWSMHLHVQAKLLQEIVRSFSG
TTCQPIQHMLRRICVQLCDLASPTAL
LIMRTVLDLIVEDLQSTSEDKEKQYT
SQTTRLLALLDALASHKACKLAILHL
INGTIKGDERYAEIFQDLLALVRSPG
DSVIRQQCVEYVTSILQSLCDQDIALI
LPSSSEGSISELEQLSNSLPNKELMT
SICDCLLATLANSESSYNCLLTCVRT
MMFLAEHDYGLFHLKSSLRKNSSA
LHSLLKRVVSTFSKDTGELASSFLEF
MRQILNSDTIGCCGDDNGLMEVEG
AHTSRTMSINAAELKQLLQSKEESP
ENLFLELEKLVLEHSKDDDNLDSLL
DSVVGLKQMLESSGDPLPLSDQDVE
PVLSAPESLQNLFNNRTAYVLADVM
DDQLKSMWFTPFQAEEIDTDLDLVK
VDLIELSEKCCSDFDLHSELERSFLS
EPSSPGRTKTTKGFKLGKHKHETFIT
SSGKSEYIEPAKRAHVVPPPRGRGRG
GFGQGIRPHDIFRQRKQNTSRPPSM
HVDDFVAAESKEVVPQDGIPPPKRPL
KVSQKISSRGGFSGNRGGRGAFHSQ
NRFFTPPASKGNYSRREGTRGSSWS
AQNTPRGNYNESRGGQSNFNRGPL
PPLRPLSSTGYRPSPRDRASRGRGGL
GPSWASANSGSGGSRGKFVSGGSG
RGRHVRSFTR

True False 4.648 5.0 1.893 1.192 0.616 1.347


