UniprotKB Entry name |organism [full name |oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular (cytosol nucleus mitochndrion en('ioplasmlc golgi plasma extl.'acellular
ID sites sites reticulum |apparatus membrane region
P01031 CO5_HUMAN [Homo Complement|17.826004 NaN NaN 38665916 MGLLGILCFLIFLGKTWGQEQTYVIS |False True 2.228 [1.982  [1.591 2.707 0.881 5.0 5.0

sapiens

C5

APKIFRVGASENIVIQVYGYTEAFDAT
ISIKSYPDKKFSYSSGHVHLSSENKF
QNSAILTIQPKQLPGGQNPVSYVYLE
'VVSKHFSKSKRMPITYDNGFLFIHTD
KPVYTPDQSVKVRVYSLNDDLKPAK
RETVLTFIDPEGSEVDMVEEIDHIGII
SFPDFKIPSNPRYGMWTIKAKYKED
FSTTGTAYFEVKEYVLPHFSVSIEPEY
NFIGYKNFKNFEITIKARYFYNKVV
EADVYITFGIREDLKDDQKEMMAQTA
MQNTMLINGIAQVTFDSETAVKELS
YYSLEDLNNKYLYIAVTVIESTGGFS
EEAEIPGIKYVLSPYKLNLVATPLFLK
PGIPYPIKVQVKDSLDQLVGGVPVTL
NAQTIDVNQETSDLDPSKSVTRVDD
GVASFVLNLPSGVTVLEFNVKTDAP
DLPEENQAREGYRAJAYSSLSQSYLY
IDWTDNHKALLVGEHLNIIVTPKSPY
IDKITHYNYLILSKGKIIHFGTREKFS
DASYQSINIPVTQNMVPSSRLLVYYI
VIGEQTAELVSDSVWLNIEEKCGNQ
LQVHLSPDADAYSPGQTVSLNMATG
MDSWVALAAVDSAVYGVQRGAKKP
LERVFQFLEKSDLGCGAGGGLNNA
NVFHLAGLTFLTNANADDSQENDE
PCKEILRPRRTLQKKIEEIAAKYKHSV
'VKKCCYDGACVNNDETCEQRAARIS
LGPRCIKAFTECCVVASQLRANISHK
DMQLGRLHMKTLLPVSKPEIRSYFP
ESWLWEVHLVPRRKQLQFALPDSLT
TWEIQGVGISNTGICVADTVKAKVFK
DVFLEMNIPYSVVRGEQIQLKGTVY
NYRTSGMQFCVKMSAVEGICTSESP
VIDHQGTKSSKCVRQKVEGSSSHLV
TFTVLPLEIGLHNINFSLETWFGKEI
LVKTLRVVPEGVKRESYSGVTLDPRG
IYGTISRRKEFPYRIPLDLVPKTEIKRI
LSVKGLLVGEILSAVLSQEGINILTHL
PKGSAEAELMSVVPVFYVFHYLETG
NHWNIFHSDPLIEKQKLKKKLKEGM
LSIMSYRNADYSYSVWKGGSASTWL
TAFALRVLGQVNKYVEQNQNSICNS
LLWLVENYQLDNGSFKENSQYQPIK
LQGTLPVEARENSLYLTAFTVIGIRK
AFDICPLVKIDTALIKADNFLLENTLP
AQSTFTLAISAYALSLGDKTHPQFRSI
VSALKREALVKGNPPIYRFWKDNLQ
HKDSSVPNTGTARMVETTAYALLTS
LNLKDINYVNPVIKWLSEEQRYGGG
FYSTQDTINAIEGLTEYSLLVKQLRLS
MDIDVSYKHKGALHNYKMTDKNFL
GRPVEVLLNDDLIVSTGFGSGLATV
HVTTVVHKTSTSEEVCSFYLKIDTQD
IEASHYRGYGNSDYKRIVACASYKPS
REESSSGSSHAVMDISLPTGISANEE
DLKALVEGVDQLFTDYQIKDGHVILQ
LNSIPSSDFLCVRFRIFELFEVGFLSP
ATFTVYEYHRPDKQCTMFYSTSNIKI
QKVCEGAACKCVEADCGQMQEELD
LTISAETRKQTACKPEIAYAYKVSITSI
TVENVFVKYKATLLDIYKTGEAVAEK
DSEITFIKKVTCTNAELVKGRQYLIM
GKEALQIKYNFSFRYIYPLDSLTWIEY
'WPRDTTCSSCQAFLANLDEFAEDIF
LNGC




