UniprotKB Entry name |organism [full name oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular |cytosol [nucleus mitochndrion em:}oplasmlc golgi plasma extr'acellular
ID sites sites reticulum apparatus membrane [region
015072 IATS3_HUMAN Homo A disintegrin and |19.994096 NaN NaN 37217939 MVLLSLWLIAAALVEVRTSADGQAG |False True 1.836 |2.547 1.911 2.201 1.297 2.759 4.672

sapiens

metalloproteinase
with
thrombospondin
motifs 3

NEEMVQIDLPIKRYREYELVTPVSTN
LEGRYLSHTLSASHKKRSARDVSSN
PEQLFFNITAFGKDFHLRLKPNTQL
VAPGAVVEWHETSLVPGNITDPINN
HQPGSATYRIRRTEPLQTNCAYVGDI
'VDIPGTSVAISNCDGLAGMIKSDNEE
YFIEPLERGKQMEEEKGRIHVVYKRS
AVEQAPIDMSKDFHYRESDLEGLDD
LGTVYGNIHQQLNETMRRRRHAGE
NDYNIEVLLGVDDSVVRFHGKEHVQ
NYLLTLMNIVNEIYHDESLGVHINVV
LVRMIMLGYAKSISLIERGNPSRSLE
NVCRWASQQQRSDLNHSEHHDHAI
FLTRQDFGPAGMQGYAPVTGMCHP
VRSCTLNHEDGFSSAFVVAHETGHV
LGMEHDGQGNRCGDETAMGSVMA
PLVQAAFHRYHWSRCSGQELKRYIH
SYDCLLDDPFDHDWPKLPELPGINY
SMDEQCRFDFGVGYKMCTAFRTFD
PCKQLWCSHPDNPYFCKTKKGPPLD
GTECAAGKWCYKGHCMWKNANQQ
KQDGNWGSWTKFGSCSRTCGTGVR
FRTRQCNNPMPINGGQDCPGVNFE
YQLCNTEECQKHFEDFRAQQCQQR
NSHFEYQNTKHHWLPYEHPDPKKR
CHLYCQSKETGDVAYMKQLVHDGT
HCSYKDPYSICVRGECVKVGCDKEIG
SNKVEDKCGVCGGDNSHCRTVKGT
FTRTPRKLGYLKMFDIPPGARHVLIQ
EDEASPHILAIKNQATGHYILNGKGE
EAKSRTFIDLGVEWDYNIEDDIESLH
TDGPLHDPVIVLIIPQENDTRSSLTYK
YITHEDSVPTINSNNVIQEELDTFEW
ALKSWSQCSKPCGGGFQYTKYGCRR
KSDNKMVHRSFCEANKKPKPIRRM
CNIQECTHPLWVAEEWEHCTKTCG
SSGYQLRTVRCLQPLLDGTNRSVHS
KYCMGDRPESRRPCNRVPCPAQWK
TGPWSECSVTCGEGTEVRQVLCRAG
DHCDGEKPESVRACQLPPCNDEPCL
GDKSIFCQMEVLARYCSIPGYNKLC
CESCSKRSSTLPPPYLLEAAETHDDV
ISNPSDLPRSLVMPTSLVPYHSETPA
KKMSLSSISSVGGPNAYAAFRPNSK
PDGANLRQRSAQQAGSKTVRLVTVP
SSPPTKRVHLSSASQMAAASFFAAS
DSIGASSQARTSKKDGKIIDNRRPTR
SSTLER




