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Q8C196 CPSM_MOUSE Mus
musculus

Carbamoyl-
phosphate
synthase
[ammonia],
mitochondrial

31.625891 T109;T110;S537;S872;T1078;S1331
;T1332

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

37453647;35285892;36064721;295
62282

MTRILTACKVVKTLKSGFGFANVTTK
RQWDFSRPGIRLLSVKAKTAHIVLED
GTKMKGYSFGHPSSVAGEVVFNTGL
GGYPEALTDPAYKGQILTMANPIIGN
GGAPDTTARDELGLNKYMESDGIKV
AGLLVLNYSNDYNHWLATKSLGQW
LQEEKVPAIYGVDTRMLTKIIRDKGT
MLGKIEFEGQSVDFVDPNKQNLIAE
VSTKDVKVFGKGNPTKVVAVDCGIK
NNVIRLLVKRGAEVHLVPWNHDFT
QMEYDGLLIAGGPGNPALAQPLIQN
VKKILESDRKEPLFGISTGNIITGLAA
GAKSYKMSMANRGQNQPVLNITNR
QAFITAQNHGYALDNTLPAGWKPLF
VNVNDQTNEGIMHESKPFFAVQFH
PEVSPGPTDTEYLFDSFFSLIKKGKG
TTITSVLPKPALVASRVEVSKVLILGS
GGLSIGQAGEFDYSGSQAVKAMKEE
NVKTVLMNPNIASVQTNEVGLKQAD
AVYFLPITPQFVTEVIKAERPDGLILG
MGGQTALNCGVELFKRGVLKEYGV
KVLGTSVESIMATEDRQLFSDKLNEI
NEKIAPSFAVESMEDALKAADTIGYP
VMIRSAYALGGLGSGICPNKETLIDL
GTKAFAMTNQILVERSVTGWKEIEY
EVVRDADDNCVTVCNMENVDAMG
VHTGDSVVVAPAQTLSNAEFQMLRR
TSVNVVRHLGIVGECNIQFALHPTS
MEYCIIEVNARLSRSSALASKATGYP
LAFIAAKIALGIPLPEIKNVVSGKTSA
CFEPSLDYMVTKIPRWDLDRFHGTS
SRIGSSMKSVGEVMAIGRTFEESFQ
KALRMCHPSVDGFTPRLPMNKEWP
ANLDLKKELSEPSSTRIYAIAKALEN
NMSLDEIVRLTSIDKWFLYKMRDIL
NMDKTLKGLNSDSVTEETLRKAKEI
GFSDKQISKCLGLTEAQTRELRLKK
NIHPWVKQIDTLAAEYPSVTNYLYVT
YNGQEHDIKFDEHGIMVLGCGPYHI
GSSVEFDWCAVSSIRTLRQLGKKTV
VVNCNPETVSTDFDECDKLYFEELS
LERILDIYHQEACNGCIISVGGQIPN
NLAVPLYKNGVKIMGTSPLQIDRAE
DRSIFSAVLDELKVAQAPWKAVNTL
NEALEFANSVGYPCLLRPSYVLSGSA
MNVVFSEDEMKRFLEEATRVSQEH
PVVLTKFVEGAREVEMDAVGKEGRV
ISHAISEHVEDAGVHSGDATLMLPT
QTISQGAIEKVKDATRKIAKAFAISGP
FNVQFLVKGNDVLVIECNLRASRSF
PFVSKTLGVDFIDVATKVMIGESIDE
KRLPTLEQPIIPSDYVAIKAPMFSWP
RLRDADPILRCEMASTGEVACFGEGI
HTAFLKAMLSTGFKIPQKGILIGIQQ
SFRPRFLGVAEQLHNEGFKLFATEA
TSDWLNANNVPATPVAWPSQEGQN
PSLSSIRKLIRDGSIDLVINLPNNNTK
FVHDNYVIRRTAVDSGIALLTNFQVT
KLFAEAVQKSRTVDSKSLFHYRQYS
AGKAA

True False 2.838 3.744 5.0


