UniprotkB Entry name |organism full name |oglcnacscore oglcnac p_h osphorylation PMIDS |sequence intracellular [extracellular (cytosol nucleus mitochndrion em!oplasmlc golgi plasma extl.‘acellular
ID sites sites reticulum apparatus membrane region
POCOL5 CO4B_HUMAN [Homo Complement |27.26403 S310;S313[S918 31492838 MRLLWGLIWASSFFTLSLQKPRLLL [None None None [None None None None None None

sapiens C4-B FSPSVVHLGVPLSVGVQLQDVPRGQ

'VVKGSVFLRNPSRNNVPCSPKVDFT
LSSERDFALLSLQVPLKDAKSCGLH
QLLRGPEVQLVAHSPWLKDSLSRTT
NIQGINLLFSSRRGHLFLQTDQPIYN
PGQRVRYRVFALDQKMRPSTDTITV
MVENSHGLRVRKKEVYMPSSIFQD
DFVIPDISEPGTWKISARFSDGLESN
SSTQFEVKKYVLPNFEVKITPGKPYIL
TVPGHLDEMQLDIQARYIYGKPVQG
\VAYVRFGLLDEDGKKTFFRGLESQT
KLVNGQSHISLSKAEFQDALEKLNM
GITDLQGLRLYVAAAIIESPGGEMEE
IAELTSWYFVSSPFSLDLSKTKRHLVP
GAPFLLQALVREMSGSPASGIPVKVS
IATVSSPGSVPEVQDIQQNTDGSGQV
SIPIITPQTISELQLSVSAGSPHPAIAR
LTVAAPPSGGPGFLSIERPDSRPPRV
GDTLNLNLRAVGSGATFSHYYYMIL
SRGQIVFMNREPKRTLTSVSVFVDH
HLAPSFYFVAFYYHGDHPVANSLRV
DVQAGACEGKLELSVDGAKQYRNG
ESVKLHLETDSLALVALGALDTALYA
IAGSKSHKPLNMGKVFEAMNSYDLG
CGPGGGDSALQVFQAAGLAFSDGD
QWTLSRKRLSCPKEKTTRKKRNVNF
QKAINEKLGQYASPTAKRCCQDGVT
RLPMMRSCEQRAARVQQPDCREPF
LSCCQFAESLRKKSRDKGQAGLQRA
LEILQEEDLIDEDDIPVRSFFPENWL
WRVETVDRFQILTLWLPDSLTTWEI
HGLSLSKTKGLCVATPVQLRVFREF
HLHLRLPMSVRRFEQLELRPVLYNY
LDKNLTVSVHVSPVEGLCLAGGGGL
IAQQVLVPAGSARPVAFSVVPTAATAV
SLKVVARGSFEFPVGDAVSKVLQIEK
EGAIHREELVYELNPLDHRGRTLEIP
GNSDPNMIPDGDFNSYVRVTASDPL
DTLGSEGALSPGGVASLLRLPRGCG
EQTMIYLAPTLAASRYLDKTEQWSTL
PPETKDHAVDLIQKGYMRIQQFRKA
DGSYAAWLSRGSSTWLTAFVLKVLS
LAQEQVGGSPEKLQETSNWLLSQQ
QADGSFQDLSPVIHRSMQGGLVGN
DETVALTAFVTIALHHGLAVFQDEG
IAEPLKQRVEASISKASSFLGEKASAG
LLGAHAAAITAYALTLTKAPADLRGV
AHNNLMAMAQETGDNLYWGSVTG
SQSNAVSPTPAPRNPSDPMPQAPAL
WIETTAYALLHLLLHEGKAEMADQA
IAAWLTRQGSFQGGFRSTQDTVIALD
IALSAYWIASHTTEERGLNVTLSSTGR
NGFKSHALQLNNRQIRGLEEELQFS
LGSKINVKVGGNSKGTLKVLRTYNV
LDMKNTTCQDLQIEVIVKGHVEYT
MEANEDYEDYEYDELPAKDDPDAPL
QPVTPLQLFEGRRNRRRREAPKVVE
EQESRVHYTVCIWRNGKVGLSGMAI
IADVTLLSGFHALRADLEKLTSLSDRY
VSHFETEGPHVLLYFDSVPTSRECV
GFEAVQEVPVGLVQPASATLYDYYN
PERRCSVFYGAPSKSRLLATLCSAEV
CQCAEGKCPRQRRALERGLQDEDG
[YRMKFACYYPRVEYGFQVKVLREDS
RAAFRLFETKITQVLHFTKDVKAAAN
QMRNFLVRASCRLRLEPGKEYLIMG
LDGATYDLEGHPQYLLDSNSWIEEM
PSERLCRSTRQRAACAQLNDFLQEY
GTQGCQV




