
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

plasma
membrane

extracellular
region

0

Q15746 MYLK_HUMAN Homo
sapiens

Myosin
light
chain
kinase,
smooth
muscle

22.384646 S1812 T231;S305;S343;S365;T464;T471;T
556;T611;T792;T846;S947;S1438;T
1449;T1575;T1635;S1759;S1760;S1
772;S1773;S1776;T1778;S1779

30620550;38665916 MGDVKLVASSHISKTSLSVDPSRVD
SMPLTEAPAFILPPRNLCIKEGATAK
FEGRVRGYPEPQVTWHRNGQPITSG
GRFLLDCGIRGTFSLVIHAVHEEDRG
KYTCEATNGSGARQVTVELTVEGSF
AKQLGQPVVSKTLGDRFSAPAVETR
PSIWGECPPKFATKLGRVVVKEGQM
GRFSCKITGRPQPQVTWLKGNVPLQ
PSARVSVSEKNGMQVLEIHGVNQD
DVGVYTCLVVNGSGKASMSAELSIQ
GLDSANRSFVRETKATNSDVRKEVT
NVISKESKLDSLEAAAKSKNCSSPQR
GGSPPWAANSQPQPPRESKLESCKD
SPRTAPQTPVLQKTSSSITLQAARVQ
PEPRAPGLGVLSPSGEERKRPAPPRP
ATFPTRQPGLGSQDVVSKAANRRIP
MEGQRDSAFPKFESKPQSQEVKEN
QTVKFRCEVSGIPKPEVAWFLEGTPV
RRQEGSIEVYEDAGSHYLCLLKARTR
DSGTYSCTASNAQGQLSCSWTLQVE
RLAVMEVAPSFSSVLKDCAVIEGQD
FVLQCSVRGTPVPRITWLLNGQPIQY
ARSTCEAGVAELHIQDALPEDHGTY
TCLAENALGQVSCSAWVTVHEKKSS
RKSEYLLPVAPSKPTAPIFLQGLSDL
KVMDGSQVTMTVQVSGNPPPEVIW
LHNGNEIQESEDFHFEQRGTQHSL
CIQEVFPEDTGTYTCEAWNSAGEVR
TQAVLTVQEPHDGTQPWFISKPRSV
TASLGQSVLISCAIAGDPFPTVHWLR
DGKALCKDTGHFEVLQNEDVFTLVL
KKVQPWHAGQYEILLKNRVGECSCQ
VSLMLQNSSARALPRGREPASCEDL
CGGGVGADGGGSDRYGSLRPGWPA
RGQGWLEEEDGEDVRGVLKRRVET
RQHTEEAIRQQEVEQLDFRDLLGKK
VSTKTLSEDDLKEIPAEQMDFRANL
QRQVKPKTVSEEERKVHSPQQVDFR
SVLAKKGTSKTPVPEKVPPPKPATPD
FRSVLGGKKKLPAENGSSSAETLNA
KAVESSKPLSNAQPSGPLKPVGNAK
PAETLKPMGNAKPAETLKPMGNAK
PDENLKSASKEELKKDVKNDVNCK
RGHAGTTDNEKRSESQGTAPAFKQK
LQDVHVAEGKKLLLQCQVSSDPPAT
IIWTLNGKTLKTTKFIILSQEGSLCSV
SIEKALPEDRGLYKCVAKNDAGQAE
CSCQVTVDDAPASENTKAPEMKSRR
PKSSLPPVLGTESDATVKKKPAPKTP
PKAAMPPQIIQFPEDQKVRAGESVEL
FGKVTGTQPITCTWMKFRKQIQESE
HMKVENSENGSKLTILAARQEHCG
CYTLLVENKLGSRQAQVNLTVVDKP
DPPAGTPCASDIRSSSLTLSWYGSSY
DGGSAVQSYSIEIWDSANKTWKELA
TCRSTSFNVQDLLPDHEYKFRVRAI
NVYGTSEPSQESELTTVGEKPEEPK
DEVEVSDDDEKEPEVDYRTVTINTE
QKVSDFYDIEERLGSGKFGQVFRLV
EKKTRKVWAGKFFKAYSAKEKENIR
QEISIMNCLHHPKLVQCVDAFEEKA
NIVMVLEIVSGGELFERIIDEDFELTE
RECIKYMRQISEGVEYIHKQGIVHLD
LKPENIMCVNKTGTRIKLIDFGLARR
LENAGSLKVLFGTPEFVAPEVINYEP
IGYATDMWSIGVICYILVSGLSPFMG
DNDNETLANVTSATWDFDDEAFDEI
SDDAKDFISNLLKKDMKNRLDCTQC
LQHPWLMKDTKNMEAKKLSKDRM
KKYMARRKWQKTGNAVRAIGRLSS
MAMISGLSGRKSSTGSPTSPLNAEK
LESEEDVSQAFLEAVAEEKPHVKPY
FSKTIRDLEVVEGSAARFDCKIEGYP
DPEVVWFKDDQSIRESRHFQIDYDE
DGNCSLIISDVCGDDDAKYTCKAVN
SLGEATCTAELIVETMEEGEGEGEE
EEE

None None None None None None None None None


