LRALGRPPAPPGFMPSPTFDMAQLY
IARAGHSLDDMLLDCRFRGQPCGPE
NFTTIFTRMGKCYTFNSGADGAELL
TTTRGGMGNGLDIMLDVQQEEYLPV
WRDNEETPFEVGIRVQIHSQEEPPII
DQLGLGVSPGYQTFVSCQQQQLSFL
PPPWGDCSSASLNPNYEPEPSDPLG
SPSPSPSPPYTLMGCRLACETRYVAR
KCGCRMVYMPGDVPVCSPQQYKNC
IAHPAIDAMLRKDSCACPNPCASTRY
IAKELSMVRIPSRAAARFLARKLNRS
EAYIAENVLALDIFFEALNYETVEQK
KAYEMSELLGDIGGQMGLFIGASLL
TILEILDYLCEVFRDKVLGYFWNRQH
SQRHSSTNLLQEGLGSHRTQVPHLS
LGPRPPTPPCAVTKTLSASHRTCYLV

'TQL

UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular extracellular |cytosol nucleus mitochndrion enc.loplasmlc golgi [plasma extx:acellular
1D name sites sites reticulum apparatus membrane region
Q9UHC3 |ASIC3_HUMAN [Homo Acid- [24.917859 NaN NaN 28411811 MKPTSGPEEARRPASDIRVFASNCS |False True 2.35 2.352 1.922 1.547 0.859 4.544 2.55
sapiens  [sensing MHGLGHVFGPGSLSLRRGMWAAAV
ion IVLSVATFLYQVAERVRYYREFHHQT
channel IALDERESHRLIFPAVTLCNINPLRRS
3 RLTPNDLHWAGSALLGLDPAEHAAF




