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| [accession|GeneName| ___ CheNo. | Description
CHERP_HUMAN|(Q8IWX8 CHERP 19p13.11|[{16628700..16653341||Calcium homeostasis endoplasmic reticulum protein
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Protein Sequence

MEMPLPPDDQ ELRNVIDKLA QFVARNGPEF EKMTMEKQKD NPKFSFLFGG EFYSYYKCKL ALEQQQLICK QQTPELEPAA TMPPLPQPPL APAAPIPPAQ GAPSMDELIQ QSQ
WNLQQQE QHLLALRQEQ VTAAVAHAVE QQMQKLLEET QLDMNEFDNL LQPIIDTCTK DAISAGKNWM FSNAKSPPHC ELMAGHLRNR ITADGAHFEL RLHLIYLIND VLHH
CQRKQA RELLAALQKV VVPIYCTSFL AVEEDKQQKI ARLLQLWEKN GYFDDSIIQQ LQSPALGLGQ YQATLINEYS SVVQPVQLAF QQQIQTLKTQ HEEFVTSLAQ QQQQQQ
QQQQ QLQMPQMEAE VKATPPPPAP PPAPAPAPAL PPTTQPDDSK PPIQMPGSSE YEAPGGVQDP AAAGPRGPGP HDQIPPNKPP WFDQPHPVAP WGQQQPPEQP PYPHHQ
GGPP HCPPWNNSHE GMWGEQRGDP GWNGQRDAPW NNQPDAAWNS QFEGPWNSQH EQPPWGGGQR EPPFRMQRPP HFRGPFPPHQ QHPQFNQPPH PHNFNRFPPR F
MQDDFPPRH PFERPPYPHR FDYPQGDFPA EMGPPHHHPG HRMPHPGINE HPPWAGPQHP DFGPPPHGFN GQPPHMRRQG PPHINHDDPS LVPNVPYFDL PAGLMAPLVK LE
DHEYKPLD PKDIRLPPPM PPSERLLAAV EAFYSPPSHD RPRNSEGWEQ NGLYEFFRAK MRARRRKGQE KRNSGPSRSR SRSKSRGRSS SRSNSRSSKS SGSYSRSRSR SCS
RSYSRSR SRSRSRSRSS RSRSRSQSRS RSKSYSPGRR RRSRSRSPTP PSSAGLGSNS APPIPDSRLG EENKGHQMLY KMGWSGSGGL GAKEQGIQDP IKGGDVRDKW D
QYKGVGVAL DDPYENYRRN KSYSFIARMK ARDECK
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