UniprotKB Entry name |organism [full name |oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi plasm
ID sites reticulum apparatus memh
P01027 CO3_MOUSE [Mus Complement|27.308191 NaN S40;5671;5968;S1321;S1573|37507081;37453647;36288343;396 |MGPASGSQLLVLLLLLASSPLALGIP |False True False |False 0.234 0.891 0.609 1.824

musculus

C3

27609;39927985

MYSIITPNVLRLESEETIVLEAHDAQ
GDIPVTVTVQDFLKRQVLTSEKTVLT
GASGHLRSVSIKIPASKEFNSDKEGH
KYVTVVANFGETVVEKAVMVSFQSG
YLFIQTDKTIYTPGSTVLYRIFTVDNN
LLPVGKTVVILIETPDGIPVKRDILSS
NNQHGILPLSWNIPELVNMGQWXKI
RAFYEHAPKQIFSAEFEVKEYVLPSF
EVRVEPTETFYYIDDPNGLEVSIIAKF
LYGKNVDGTAFVIFGVQDGDKKISLA
HSLTRVVIEDGVGDAVLTRKVLMEG
'VRPSNADALVGKSLYVSVTVILHSGS
DMVEAERSGIPIVTSPYQIHFTKTPK
FFKPAMPFDLMVFVTNPDGSPASKV
LVVTQGSNAKALTQDDGVAKLSINT
PNSRQPLTITVRTKKDTLPESRQATK
TMEAHPYSTMHNSNNYLHLSVSRM
ELKPGDNLNVNFHLRTDPGHEAKIR
YYTYLVMNKGKLLKAGRQVREPGQD
LVVLSLPITPEFIPSFRLVAYYTLIGAS
GQREVVADSVWVDVKDSCIGTLVVK
GDPRDNHLAPGQQTTLRIEGNQGAR
VGLVAVDKGVFVLNKKNKLTQSKIW
DVVEKADIGCTPGSGKNYAGVFMDA
GLAFKTSQGLQTEQRADLECTKPAA
RRRRSVQLMERRMDKAGQYTDKGL
RKCCEDGMRDIPMRYSCQRRARLIT
QGENCIKAFIDCCNHITKLREQHRR
DHVLGLARSELEEDIIPEEDIISRSHF
PQSWLWTIEELKEPEKNGISTKVMN
IFLKDSITTWEILAVSLSDKKGICVAD
PYEIRVMQDFFIDLRLPYSVVRNEQV
EIRAVLFNYREQEELKVRVELLHNP
AFCSMATAKNRYFQTIKIPPKSSVAV
PYVIVPLKIGQQEVEVKAAVFNHFIS
DGVKKTLKVVPEGMRINKTVAIHTL
DPEKLGQGGVQKVDVPAADLSDQVP
DTDSETRIILQGSPVVQMAEDAVDG
ERLKHLIVTPAGCGEQNMIGMTPTV
IAVHYLDQTEQWEKFGIEKRQEALE
LIKKGYTQQLAFKQPSSAYAAFNNRP
PSTWLTAYVVKVFSLAANLIAIDSHV
LCGAVKWLILEKQKPDGVFQEDGPV
IHQEMIGGFRNAKEADVSLTAFVLIA
LQEARDICEGQVNSLPGSINKAGEYI
EASYMNLQRPYTVAIAGYALALMNK
LEEPYLGKFLNTAKDRNRWEEPDQ
QLYNVEATSYALLALLLLKDFDSVPP
'VVRWLNEQRYYGGGYGSTQATFMV
FQALAQYQTDVPDHKDLNMDVSFH
LPSRSSATTFRLLWENGNLLRSEET
KQNEAFSLTAKGKGRGTLSVVAVYH
AKLKSKVTCKKFDLRVSIRPAPETAK
KPEEAKNTMFLEICTKYLGDVDATM
SILDISMMTGFAPDTKDLELLASGVD
RYISKYEMNKAFSNKNTLIIYLEKISH
TEEDCLTFKVHQYFNVGLIQPGSVK
VYSYYNLEESCTRFYHPEKDDGMLS
KLCHSEMCRCAEENCFMQQSQEKI
NLNVRLDKACEPGVDYVYKTELTNI
ELLDDFDEYTMTIQQVIKSGSDEVQ
AGQQRKFISHIKCRNALKLQKGKKY
LMWGLSSDLWGEKPNTSYIIGKDTW
VEHWPEAEECQDQKYQKQCEELGA

FTESMVVYGCPN




