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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

P07756 CPSM_RAT Rattus
norvegicus

Carbamoyl-
phosphate
synthase
[ammonia],
mitochondrial

23.439218 NaN S148;S189;S537;S540;S569;S896;S
898;S1036;S1079;S1090;S1093;S12
03;S1419;S1431

38843836 MTRILTACKVVKTLKSGFGLANVTSK
RQWDFSRPGIRLLSVKAQTAHIVLED
GTKMKGYSFGHPSSVAGEVVFNTGL
GGYSEALTDPAYKGQILTMANPIIGN
GGAPDTTARDELGLNKYMESDGIKV
AGLLVLNYSHDYNHWLATKSLGQW
LQEEKVPAIYGVDTRMLTKIIRDKGT
MLGKIEFEGQSVDFVDPNKQNLIAE
VSTKDVKVFGKGNPTKVVAVDCGIK
NNVIRLLVKRGAEVHLVPWNHDFT
QMDYDGLLIAGGPGNPALAQPLIQN
VKKILESDRKEPLFGISTGNIITGLAA
GAKSYKMSMANRGQNQPVLNITNR
QAFITAQNHGYALDNTLPAGWKPLF
VNVNDQTNEGIMHESKPFFAVQFH
PEVSPGPTDTEYLFDSFFSLIKKGKG
TTITSVLPKPALVASRVEVSKVLILGS
GGLSIGQAGEFDYSGSQAVKAMKEE
NVKTVLMNPNIASVQTNEVGLKQAD
AVYFLPITPQFVTEVIKAERPDGLILG
MGGQTALNCGVELFKRGVLKEYGV
KVLGTSVESIMATEDRQLFSDKLNEI
NEKIAPSFAVESMEDALKAADTIGYP
VMIRSAYALGGLGSGICPNKETLMD
LGTKAFAMTNQILVERSVTGWKEIE
YEVVRDADDNCVTVCNMENVDAM
GVHTGDSVVVAPAQTLSNAEFQMLR
RTSINVVRHLGIVGECNIQFALHPTS
MEYCIIEVNARLSRSSALASKATGYP
LAFIAAKIALGIPLPEIKNVVSGKTSA
CFEPSLDYMVTKIPRWDLDRFHGTS
SRIGSSMKSVGEVMAIGRTFEESFQ
KALRMCHPSVDGFTPRLPMNKEWP
ANLDLRKELSEPSSTRIYAIAKALEN
NMSLDEIVKLTSIDKWFLYKMRDIL
NMDKTLKGLNSESVTEETLRQAKEI
GFSDKQISKCLGLTEAQTRELRLKK
NIHPWVKQIDTLAAEYPSVTNYLYVT
YNGQEHDIKFDEHGIMVLGCGPYHI
GSSVEFDWCAVSSIRTLRQLGKKTV
VVNCNPETVSTDFDECDKLYFEELS
LERILDIYHQEACNGCIISVGGQIPN
NLAVPLYKNGVKIMGTSPLQIDRAE
DRSIFSAVLDELKVAQAPWKAVNTL
NEALEFANSVGYPCLLRPSYVLSGSA
MNVVFSEDEMKRFLEEATRVSQEH
PVVLTKFIEGAREVEMDAVGKEGRVI
SHAISEHVEDAGVHSGDATLMLPTQ
TISQGAIEKVKDATRKIAKAFAISGPF
NVQFLVKGNDVLVIECNLRASRSFP
FVSKTLGVDFIDVATKVMIGESVDEK
HLPTLEQPIIPSDYVAIKAPMFSWPR
LRDADPILRCEMASTGEVACFGEGI
HTAFLKAMLSTGFKIPQKGILIGIQQ
SFRPRFLGVAEQLHNEGFKLFATEA
TSDWLNANNVPATPVAWPSQEGQN
PSLSSIRKLIRDGSIDLVINLPNNNTK
FVHDNYVIRRTAVDSGIALLTNFQVT
KLFAEAVQKARTVDSKSLFHYRQYS
AGKAA

True False 2.608 3.615 5.0 1.183 False 3.474 1.276


