}Jl;l iprotKB Entry name |organism full oglcnacscore °9 lenac phosp ylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi
name sites reticulum |appara
Q80TZ9 RERE_MOUSE Mus Arginine- [41.206431 S1223;T1230(S53;S56;T120;S142;S304;T593;S59 (36852467;22517741;34678516;400 [MTADKDKDKDKEKDRDRDRDRERD [True False 1.5 5.0 False False False
musculus |glutamic 4;5600;5613;S642;5656;5675;5679; (21952 KRDKARESENARPRRSCTLEGGAKN
acid $1098;S1105;S1107;T1111;T1251;S 'YAESDHSEDEDNDNNSATTEESNK
dipeptide 1258 KSRKKPPKKKSRYERTDTGEITSYITE
repeats DDVVYRPGDCVYIESRRPNTPYFICSI
protein QDFKLVHSSQACCRSPAPAFCDPPA

CSLPVAPQPPQHLSEAGRGPGGSKR
DHLLMNVKWYYRQSEVPDSVYQHL
VQDRHNENDSGRELVITDPVIKNRE
LFISDYVDTYHAAALRGKCNISHFSD
IFAAREFKARVDSFFYILGYNPETRR
LNSTQGEIRVGPSHQAKLPDLQPFP
SPDGDTVTQHEELVWMPGVSDCDL
LMYLRAARSMAAFAGMCDGGSTED
GCVAASRDDTTLNALNTLHESSYDA
GKALQRLVKKPVPKLIEKCWTEDEV
KRFVKGLRQYGKNFFRIRKELLPSKE
TGELITFYYYWKKTPEAASSRAHRRH
RRQAVFRRIKTRTASTPVNTPSRPPS
SEFLDLSSASEDDFDSEDSEQELKG
'YACRHCFTTTSKDWHHGGRENILLC
TDCRIHFKKYGELPPIEKPVDPPPFM
FKPVKEEDDGLSGKHSMRTRRSRG
SMSTLRSGRKKQPTSPDGRASPINE
DIRSSGRNSPSAASTSSNDSKAETVK
KSAKKVKEEAASPLKSTKRQREKVA
SDTEDTDRITSKKTKTQEISRPNSPS
EGEGESSDSRSVNDEGSSDPKDIDQ
DNRSTSPSIPSPQDNESDSDSSAQQ
QMLQAQPPALQAPSGAASAPSTAPP
GTPQLPTQGPTPSATAVPPQGSPATS
QPPNQTQSTVAPAAHTHIQQAPTLH
PPRLPSPHPPLQPMTAPPSQSSAQP
HPQPSLHSQGPPGPHSLQTGPLLQH
PGPPQPFGLPSQPSQGQGPLGPSPA
AAHPHSTIQLPASQSALQPQQPPRE
QPLPPAPLAMPHIKPPPTTPIPQLPAP
QAHKHPPHLSGPSPFSLNANLPPPP
ALKPLSSLSTHHPPSAHPPPLQLMP
QSQPLPSSPAQPPGLTQSQSLPPPAA
SHPTTGLHQVPSQSPFPQHPFVPGG
PPPITPPSCPPTSTPPAGPSSSSQPPC
SAAVSSGGSVPGAPSCPLPAVQIKEE
ALDEAEEPESPPPPPRSPSPEPTVVD
TPSHASQSARFYKHLDRGYNSCART
DLYFMPLAGSKLAKKREEAIEKAKR
EAEQKAREEREREKEKEKERERERE
REREAERAAKASSSAHEGRLSDPQL
SGPGHMRPSFEPPPTTIAAVPPYIGP
DTPALRTLSEYARPHVMSPTNRNHP
FYMPLNPTDPLLAYHMPGLYNVDPT
IRERELREREIREREIRERELRERMK
PGFEVKPPELDPLHPATNPMEHFAR
HSALTIPPAAGPHPFASFHPGLNPLE
RERLALAGPQLRPEMSYPDRLAAERI
HAERMASLTSDPLARLQMFNVTPH
HHQHSHIHSHLHLHQQDPLHQGSA
GPVHPLVDPLTAGPHLARFPYPPGTL
PNPLLGQPPHEHEMLRHPVFGTPYP
RDLPGAIPPPMSAAHQLQAMHAQSA
ELQRLAMEQQWLHGHPHMHGGHL
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