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D Entry name organism name oglcnacscore (oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndri
QIULT8 HECD1_HUMAN [Homo E3 22.154449 T891;T1342;S1345;51350;S1351;T1 |S631;5S640;5S1384;51488;S1567;T17 (34725712;38665916;23301498;332 |MADVDPDTLLEWLQMGQGDERDM (False False 2.511 (0.891 |0.281
sapiens  |ubiquitin- 352;S1354;T1356;T1357;T1372;S13 |60;S1772;S2318 14551;30379171;39531497;382530 |QLIALEQLCMLLLMSDNVDRCFETC
protein 73;51393;5S1430;5S1509;S1510;S153 38;35254053;31492838;40307207;3 [PPRTFLPALCKIFLDESAPDNVLEVT
ligase 0;S1531;T1558;S1569;S1570;S1571 0620550;32119511;28604694;3401 |ARAITYYLDVSAECTRRIVGVDGAIKA
HECTD1 ;T1932;S2114 9948;29237092;35132862;3005920 [LCNRLVVVELNNRTSRDLAEQCVKV

0;35138101;31637018;29351928

LELICTRESGAVFEAGGLNCVLTFIR
DSGHLVHKDTLHSAMAVVSRLCGK
MEPQDSSLEICVESLSSLLKHEDHQ
IVSDGALRCFASLADRFTRRGVDPAP
LAKHGLTEELLSRMAAAGGTVSGPS
SACKPGRSTTGAPSTTADSKLSNQV
STIVSLLSTLCRGSPVVTHDLLRSEL
PDSIESALQGDERCVLDTMRLVDLL
LVLLFEGRKALPKSSAGSTGRIPGLR
RLDSSGERSHRQLIDCIRSKDTDALI
DAIDTGAFEVNFMDDVGQTLLNWA
SAFGTQEMVEFLCERGADVNRGQR
SSSLHYAACFGRPQVAKTLLRHGAN
PDLRDEDGKTPLDKARERGHSEVVA
ILQSPGDWMCPVNKGDDKKKKDTN
KDEEECNEPKGDPEMAPIYLKRLLP
VFAQTFQQTMLPSIRKASLALIRKMI
HFCSEALLKEVCDSDVGHNLPTILV
EITATVLDQEDDDDGHLLALQIIRDL
IVDKGGDIFLDQLARLGVISKVSTLAG
PSSDDENEEESKPEKEDEPQEDAKE
LQQGKPYHWRDWSIIRGRDCLYIWS
DAAALELSNGSNGWFRFILDGKLAT
MYSSGSPEGGSDSSESRSEFLEKLQ
RARGQVKPSTSSQPILSAPGPTKLTV
GNWSLTCLKEGEIAIHNSDGQQATI
LKEDLPGFVFESNRGTKHSFTAETS
LGSEFVTGWTGKRGRKLKSKLEKTK
QKVRTMARDLYDDHFKAVESMPRG
IVVVTLRNIATQLESSWELHTNRQCI
ESENTWRDLMKTALENLIVLLKDEN
TISPYEMCSSGLVQALLTVLNNSMD
LDMKQDCSQLVERINVFKTAFSENE
DDESRPAVALIRKLIAVLESIERLPLH
LYDTPGSTYNLQILTRRLRFRLERAP
GETALIDRTGRMLKMEPLATVESLE
QYLLKMVAKQWYDFDRSSFVFVRKL
REGQNFIFRHQHDFDENGIIYWIGT
NAKTAYEWVNPAAYGLVVVTSSEGR
NLPYGRLEDILSRDNSALNCHSNDD
KNAWFAIDLGLWVIPSAYTLRHARG
'YGRSALRNWVFQVSKDGQNWTSLY
THVDDCSLNEPGSTATWPLDPPKDE
KQGWRHVRIKQMGKNASGQTHYLS
LSGFELYGTVNGVCEDQLGKAAKEA
EANLRRQRRLVRSQVLKYMVPGARV
IRGLDWKWRDQDGSPQGEGTVTGE
LHNGWIDVTWDAGGSNSYRMGAEG
KFDLKLAPGYDPDTVASPKPVSSTVS
GTTQSWSSLVKNNCPDKTSAAAGSS
SRKGSSSSVCSVASSSDISLGSTKTE
RRSEIVMEHSIVSGADVHEPIVVLSS
IAENVPQTEVGSSSSASTSTLTAETGS
ENAERKLGPDSSVRTPGESSAISMGI
VSVSSPDVSSVSELTNKEAASQRPLS
SSASNRLSVSSLLAAGAPMSSSASVP
NLSSRETSSLESFVRRVANIARTNAT
NNMNLSRSSSDNNTNTLGRNVMS
TATSPLMGAQSFPNLTTPGTTSTVT
MSTSSVTSSSNVATATTVLSVGQSLS
NTLTTSLTSTSSESDTGQEAEYSLYD
FLDSCRASTLLAELDDDEDLPEPDE
EDDENEDDNQEDQEYEEVMILRRP
SLQRRAGSRSDVTHHAVTSQLPQVP
IAGAGSRPIGEQEEEEYETKGGRRRT
WDDDYVLKRQFSALVPAFDPRPGRT
NVQQTTDLEIPPPGTPHSELLEEVEC
TPSPRLALTLKVTGLGTTREVELPLT
NFRSTIFYYVQKLLQLSCNGNVKSD
KLRRIWEPTYTIMYREMKDSDKEKE
NGKMGCWSIEHVEQYLGTDELPKN
DLITYLQKNADAAFLRHWKLTGTNK
SIRKNRNCSQLIAAYKDFCEHGTKS
GLNQGAISTLQSSDILNLTKEQPQAK
IAGNGQNSCGVEDVLQLLRILYIVASD




PYSRISQEDGDEQPQFTFPPDEFTSK
KITTKILQQIEEPLALASGALPDWCE
QLTSKCPFLIPFETRQLYFTCTAFGA
SRAIVWLQNRREATVERTRTTSSVR
RDDPGEFRVGRLKHERVKVPRGESL
MEWAENVMQIHADRKSVLEVEFLG
EEGTGLGPTLEFYALVAAEFQRTDL
GAWLCDDNFPDDESRHVDLGGGLK
PPGYYVQRSCGLFTAPFPQDSDELE
RITKLFHFLGIFLAKCIQDNRLVDLPI
SKPFFKLMCMGDIKSNMSKLIYESR
GDRDLHCTESQSEASTEEGHDSLSV
GSFEEDSKSEFILDPPKPKPPAWFN
GILTWEDFELVNPHRARFLKEIKDLA
IKRRQILSNKGLSEDEKNTKLQELVL
KNPSGSGPPLSIEDLGLNFQFCPSSR
[YGFTAVDLKPSGEDEMITMDNAEE
'YVDLMFDFCMHTGIQKQMEAFRDG
FNKVFPMEKLSSFSHEEVQMILCGN
QSPSWAAEDIINYTEPKLGYTRDSPG
FLRFVRVLCGMSSDERKAFLQFTTG
CSTLPPGGLANLHPRLTVVRKVDAT
DASYPSVNTCVHYLKLPEYSSEEIMR
ERLLAATMEKGFHLN




