}Jl;l iprotKB Entry name organism full oglcnacscore o_glcnac iphosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enc_loplasmlc golgi 1
name sites reticulum |apparatus m
Q8TEV9 SMCR8_HUMAN |Homo Guanine [22.440572 T84;S227 (S402;S417;5468;5471;5S489;S492;S (30379171;30620550;29351928 MISAPDVVAFTKEEEYEEEPYNEPAL |True False 1.907 |4.701 [1.36 1.352 1.418
sapiens [nucleotide 498;S790;T796 PEEYSVPLFPFASQGANPWSKLSGA
exchange KFSRDFILISEFSEQVGPQPLLTIPND
protein TKVFGTFDLNYFSLRIMSVDYQASFV
SMCR8 GHPPGSAYPKLNFVEDSKVVLGDSK

EGAFAYVHHLTLYDLEARGFVRPFC
MAYISADQHKIMQQFQELSAEFSRA
SECLKTGNRKAFAGELEKKLKDLDY
TRTVLHTETEIQKKANDKGFYSSQAI
EKANELASVEKSIIEHQDLLKQIRSY
PHRKLKGHDLCPGEMEHIQDQASQ
ASTTSNPDESADTDLYTCRPAYTPKL
IKAKSTKCFDKKLKTLEELCDTEYFT
QTLAQLSHIEHMFRGDLCYLLTSQI
DRALLKQQHITNFLFEDFVEVDDRM
VEKQESIPSKPSQDRPPSSSLEECPIP
KVLISVGSYKSSVESVLIKMEQELGD
EEYKEVEVTELSSFDPQENLDYLDM
DMKGSISSGESIEVLGTEKSTSVLSK
SDSQASLTVPLSPQVVRSKAVSHRTI
SEDSIEVLSTCPSEALIPDDFKASYPS
AINEEESYPDGNEGAIRFQASISPPE
LGETEEGSIENTPSQIDSSCCIGKES
DGQLVLPSTPAHTHSDEDGVVSSPP
QRHRQKDQGFRVDFSVENANPSSR
DNSCEGFPAYELDPSHLLASRDISKT
SLDNYSDTTSYVSSVASTSSDRIPSA
'YPAGLSSDRHKKRAGQNALKFIRQY
PFAHPAIYSLLSGRTLVVLGEDEAIVR
KLVTALAIFVPSYGCYAKPVKHWASS
PLHIMDFQKWKLIGLQRVASPAGAG
TLHALSRYSRYTSILDLDNKTLRCPL
YRGTLVPRLADHRTQIKRGSTYYLHV
QSMLTQLCSKAFLYTFCHHLHLPTH
DKETEELVASRQMSFLKLTLGLVNE
DVRVVQYLAELLKLHYMQESPGTSH
PMLRFDYVPSFLYKI




