}Jl;l iprotKB Entry name |organism full name oglcnacscore °g lenac phosp ylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion wenqoplasmlc golgi
sites reticulum |appara
P31327 CPSM_HUMAN [Homo Carbamoyl- [29.929657 S898 S148;S537;5540;5569;5S835;S896;S [26374642;34019948;16408927;303 [MTRILTAFKVVRTLKTGFGFTNVTA [True False 2.54 |4.542 |4.431 1.156 False
sapiens |phosphate 898;51036;51079;S1090;S1093;S12 |79171;33465208;35083852;268534 |[HQKWKFSRPGIRLLSVKAQTAHIVL
synthase 03;51419;S1431 35;40596516;28411811;36064721 |[EDGTKMKGYSFGHPSSVAGEVVENT
[ammonial], GLGGYPEAITDPAYKGQILTMANPIIG

mitochondrial

NGGAPDTTALDELGLSKYLESNGIK
IVSGLLVLDYSKDYNHWLATKSLGQ
'WLQEEKVPAIYGVDTRMLTKIIRDKG
TMLGKIEFEGQPVDFVDPNKQNLIA
EVSTKDVKVYGKGNPTKVVAVDCGI
KNNVIRLLVKRGAEVHLVPWNHDF
TKMEYDGILIAGGPGNPALAEPLIQN
IVRKILESDRKEPLFGISTGNLITGLAA
GAKTYKMSMANRGQNQPVLNITNK
QAFITAQNHGYALDNTLPAGWKPLF
IVNVNDQTNEGIMHESKPFFAVQFH
PEVTPGPIDTEYLFDSFFSLIKKGKAT
TITSVLPKPALVASRVEVSKVLILGSG
GLSIGQAGEFDYSGSQAVKAMKEEN
VKTVLMNPNIASVQTNEVGLKQADT
IVYFLPITPQFVTEVIKAEQPDGLILGM
GGQTALNCGVELFKRGVLKEYGVKV
LGTSVESIMATEDRQLFSDKLNEINE
KIAPSFAVESIEDALKAADTIGYPVMI
RSAYALGGLGSGICPNRETLMDLST
KAFAMTNQILVEKSVTGWKEIEYEV
IVRDADDNCVTVCNMENVDAMGVH
TGDSVVVAPAQTLSNAEFQMLRRTS
INVVRHLGIVGECNIQFALHPTSMEY
CIIEVNARLSRSSALASKATGYPLAFI
IAAKIALGIPLPEIKNVVSGKTSACFEP
SLDYMVTKIPRWDLDRFHGTSSRIG
SSMKSVGEVMAIGRTFEESFQKALR
MCHPSIEGFTPRLPMNKEWPSNLD
LRKELSEPSSTRIYAIAKAIDDNMSL
DEIEKLTYIDKWFLYKMRDILNMEK
TLKGLNSESMTEETLKRAKEIGFSD
KQISKCLGLTEAQTRELRLKKNIHP
'WVKQIDTLAAEYPSVTINYLYVTYNG
QEHDVNFDDHGMMVLGCGPYHIGS
SVEFDWCAVSSIRTLRQLGKKTVVV
NCNPETVSTDFDECDKLYFEELSLE
RILDIYHQEACGGCIISVGGQIPNNL
IAVPLYKNGVKIMGTSPLQIDRAEDRS
IFSAVLDELKVAQAPWKAVNTLNEA
LEFAKSVDYPCLLRPSYVLSGSAMN
\VVFSEDEMKKFLEEATRVSQEHPVV
LTKFVEGAREVEMDAVGKDGRVISH
IAISEHVEDAGVHSGDATLMLPTQTIS
QGAIEKVKDATRKIAKAFAISGPFNV
QFLVKGNDVLVIECNLRASRSFPFVS
KTLGVDFIDVATKVMIGENVDEKHL
PTLDHPIIPADYVAIKAPMFSWPRLR
DADPILRCEMASTGEVACFGEGIHT
IAFLKAMLSTGFKIPQKGILIGIQQSFR
PRFLGVAEQLHNEGFKLFATEATSD
'WLNANNVPATPVAWPSQEGQNPSL
SSIRKLIRDGSIDLVINLPNNNTKEFV
HDNYVIRRTAVDSGIPLLTNFQVTKL
FAEAVQKSRKVDSKSLFHYRQYSAG
KAA




