UniprotKB Entry name |organism full name oglcnacscore oglcnac P h osphorylation PMIDS |[sequence intracellular extracellular|cytosol nucleus mitochndrion enc.loplasmlc golgi plasma extt_‘acellular
ID sites sites reticulum apparatus membrane region
Q32NZ6 TMC5_MOUSE [Mus Transmembrane 25.685855 NaN NaN 39627609 MSSFHQNSSYMEDADYPGYSGSRN |False False False |0.762 |False 0.516 0.328 3.746 0.562
musculus |channel-like HTHNYLETQDYPEFPGSQNNPGFH
protein 5 HPRSNPHSSGSRTNPDYPYFQEEPD

YPGSLSNTVYQDTRSHPFSAHSRTR
PDYESSIEPDYNDFRSESYHAGLPM
EPDYPGSQSHPGFAGVGRSSMNYTG
PRTNLGYLGSLEEPDYPGAQDNSYY
HSGSRPHSNLPGSRRDAGYAGSRIN
SYPDDLGEPDYPGAENQPNSPRFYG
KPDYPGAEEGDGYSSSKSLAVIRRG
NGPFGMLGRRNEDYPEGIGMVSME
MAGDPRNGYVNPAYTRRISPVCPDR
NLLLCAHDWHTSVQGQKLIASLIPM
TTRDRIKTIRNQPRTMQEKRELRKIV
DKEKNKQSHGILEANCCAQCLGSLS
LTYRRTRNGLSELLNYITLWQKRFK
IVIGGKFGTSVLSYFSFLRWLLKFNIF
SFVMNFSFIIIPQFTVGAKNTLQFTG
LEFFTGAGYFGDTVMYYGFYTNSTIR
HRMGGASYNMQLAYIFTIGACLVVC
FFSLLFSMAKYFRNNFINPHIYSRGI
IAKLIFCWDFTVTHEKAVKLKQKNLS
TEIRENLSELRQENYRLTFNQQLTR
FSAHVAAWLVSTGVTAACCVAVYYL
IAEYNSEFLKTHRNPGAVLLLPFVVS
CINLAVPRFYSMFRLVERYEIPRQEV
IYVLLVRNIFLKISIVGILCYYWLNIVA
LSGEECWETLIGQDIYRLLLMDFVFS
LADSLLGEFLRRLIGMKFTSLSLQEF
DIARNVLELIYAQTLTWLGIFFCPLLP
FIQMITLFIMFYVKNVSLMMNFQPP
SKAWRASQMITFFIFLLFFPSFTGVL
CTLAITIWRLKPSADCGPFRGLPSFI
QSIYSWIDTLSRRPGYLWVVWIYQNL
IGSVHFFFILTLIVLIITYLYWQITEGR
KVMIRLLHEQIINEGKDKMFLIEKLT
KLQDMEKRVNPSALDLERREVEPQI
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