UniprotKB Entry name |organism full oglcnacscore oplcnac phosphorylation sites PMIDS |sequence intracellular extracellular |cytosol nucleus mitochndrion en(!oplasmlc golgi I eXtI.‘aCellllla]

ID name sites reticulum |apparatus membrane region

Q07653 HBT1 YEAST |Saccharomyces |Protein|24.475439 NaN S41;S303;S363;S491;S561;S671;T8 (33229814 MNMNESISKDGQGEEEQNNFSFGG |None None None |None None None None None None
cerevisiae HBT1 55;S857;5S1005;S1034 KPGSYDSNSDSAQRKKSFSTTKPTE

YNLPKEQPESTSKNLETKAKNILLP
'WRKKHNKDSETPHEDTEADANRRA
NVTSDVNPVSADTKSSSGPNATITT
HGYSYVKTTTPAATSEQSKVKTSPPT
SHEHSNIKASPTAHRHSKGDAGHPS
IATTHNHSTSKAATSPVTHTHGHSS
IATTSPVTHTHGHASVKTTSPTNTHE
HSKANTGPSATATTHGHINVKTTHP
VSHGHSGSSTGPKSTAAAQDHSSTK
TNPSVTHGHTSVKDNSSATKGYSNT
DSNSDRDVIPGSFRGMTGTDVNPVD
PSVYTSTGPKSNVSSGMNAVDPSVY
TDTSSKSADRRKYSGNTATGPPQDTI
KEIAQNVKMDESEQTGLKNDQVSG
SDAIQQQTMEPEPKAAVGTSGFVSQ
QPSYHDSNKNIQHPEKNKVDNKNIS
ERAAEKFNIERDDILESADDYQQKNI
KSKTDSNWGPIEYSSSAGKNKNLQD
VVIPSSMKEKFDSGTSGSQNMPKAG
TELGHMKYNDNGRDNLQYVAGSQA
GSQNTNNNIDMSPRHEAEWSGLSN
DATTRNNVVSPAMKDEDMNEDSTK
PHQYGLDYLDDVEDYHENDIDDYSN
IAKKNDLYSKKAYQGKPSDYNYEQRE
KIPGTFEPDTLSKSVQKQDEDPLSPR
QTTNRAGMETARDESLGNYEYSNTS
GNKKLSDLSKNKSGPTPTRSNFIDQI
EPRRAKTTQDIASDAKDFTNNPETG
TTGNVDTTGRMGAKSKTFSSNPFDD
SKNTDTHLENANVAAFDNSRSGDT
TYSKSGDAETAAYDNIKNADPTYAKS
QDITGMTHDQEPSSEQKASYGSGG
NSQNQEYSSDDNIDVNKNAKVLEE
DAPGYKREVDLKNKRRTDLGGADAS
NAYAAEVGNFPSLIDPHVPTYGFKDT
NTSSSQKPSEGTYPETTSYSIHNETT
SQGRKVSVGSMGSGKSKHHHNHH
RHSRQNSSKGSDYDYNNSTHSAEH
TPRHHQYGSDEGEQDYHDDEQGEE
QAGKQSFMGRVRKSISGGTFGFRSE
I




