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D Entry name organism name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion ;
095714 HERC2_HUMAN Homo E3 22.7915 T995;T1851;S3475;S3487;54182 [T272;T647;S1577;51942;T1944;S24 (37217939;29351928;30379171;403 [MPSESFCLAAQARLDSKWLKTDIQL (True False 4.475 |5.0 False
sapiens  [ubiquitin- 54;5S2928;54810;54811;54814;T482 (07207 IAFTRDGLCGLWNEMVKDGEIVYTGT
protein 7 ESTQNGELPPRKDDSVEPSGTKKED
ligase LNDKEKKDEEETPAPIYRAKSILDSW
HERC2 IVWGKQPDVNELKECLSVLVKEQQA

LAVQSATTTLSALRLKQRLVILERYFI
IALNRTVFQENVKVKWKSSGISLPPV
DKKSSRPAGKGVEGLARVGSRAALS
FAFAFLRRAWRSGEDADLCSELLQE
SLDALRALPEASLFDESTVSSVWLEV
VERATRFLRSVVTGDVHGTPATKGP
GSIPLQDQHLALAILLELAVQRGTLS
QMLSAILLLLQLWDSGAQETDNERS
IAQGTSAPLLPLLQRFQSIICRKDAPH
SEGDMHLLSGPLSPNESFLRYLTLP
QDNELAIDLRQTAVVVMAHLDRLAT
PCMPPLCSSPTSHKGSLQEVIGWGLI
GWKYYANVIGPIQCEGLANLGVTQIA
CAEKRFLILSRNGRVYTQAYNSDTLA
PQLVQGLASRNIVKIAAHSDGHHYL
IALAATGEVYSWGCGDGGRLGHGDT
VPLEEPKVISAFSGKQAGKHVVHIAC
GSTYSAAITAEGELYTWGRGNYGRL
GHGSSEDEAIPMLVAGLKGLKVIDV
IACGSGDAQTLAVTENGQVWSWGDG
DYGKLGRGGSDGCKTPKLIEKLQDL
DVVKVRCGSQFSIALTKDGQVYSWG
KGDNQRLGHGTEEHVRYPKLLEGL
QGKKVIDVAAGSTHCLALTEDSEVH
SWGSNDQCQHFDTLRVTKPEPAALP
GLDTKHIVGIACGPAQSFAWSSCSE
'WSIGLRVPFVVDICSMTFEQLDLLLR
QVSEGMDGSADWPPPQEKECVAVA
TLNLLRLQLHAAISHQVDPEFLGLGL
GSILLNSLKQTVVTLASSAGVLSTVQ
SAAQAVLQSGWSVLLPTAEERARAL
SALLPCAVSGNEVNISPGRRFMIDLL
VGSLMADGGLESALHAAITAEIQDIE
IAKKEAQKEKEIDEQEANASTFHRSR
TPLDKDLINTGICESSGKQCLPLVQLI
QQLLRNIASQTVARLKDVARRISSCL
DFEQHSRERSASLDLLLRFQRLLISK
LYPGESIGQTSDISSPELMGVGSLLK
KYTALLCTHIGDILPVAASIASTSWR
HFAEVAYIVEGDFTGVLLPELVVSIVL
LLSKNAGLMQEAGAVPLLGGLLEHL
DRFNHLAPGKERDDHEELAWPGIM
ESFFTGQNCRNNEEVTLIRKADLEN
HNKDGGFWTVIDGKVYDIKDFQTQS
LTGNSILAQFAGEDPVVALEAALQFE
DTRESMHAFCVGQYLEPDQEIVTIP
DLGSLSSPLIDTERNLGLLLGLHASY
LAMSTPLSPVEIECAKWLQSSIFSGG
LQTSQIHYSYNEEKDEDHCSSPGGT
PASKSRLCSHRRALGDHSQAFLQAI
IADNNIQDHNVKDFLCQIERYCRQC
HLTTPIMFPPEHPVEEVGRLLLCCLL
KHEDLGHVALSLVHAGALGIEQVKH
RTLPKSVVDVCRVVYQAKCSLIKTHQ
EQGRSYKEVCAPVIERLRFLFNELRP
IAVCNDLSIMSKFKLLSSLPRWRRIA
QKIIRERRKKRVPKKPESTDDEEKIG
NEESDLEEACILPHSPINVDKRPIAIK
SPKDKWQPLLSTVTGVHKYKWLKQ
NVQGLYPQSPLLSTIAEFALKEEPVD
VEKMRKCLLKQLERAEVRLEGIDTIL
KLASKNFLLPSVQYAMFCGWQRLIP
EGIDIGEPLTDCLKDVDLIPPFNRML
LEVTFGKLYAWAVQNIRNVLMDASA
KFKELGIQPVPLQTITNENPSGPSLG
TIPQARFLLVMLSMLTLQHGANNLD
LLLNSGMLALTQTALRLIGPSCDNV
EEDMNASAQGASATVLEETRKETAP
VQLPVSGPELAAMMKIGTRVMRGV
DWKWGDQDGPPPGLGRVIGELGED
GWIRVQWDTGSTNSYRMGKEGKYD
LKLAELPAAAQPSAEDSDTEDDSEA
EQTERNIHPTAMMFTSTINLLQTLC
LSAGVHAEIMQSEATKTLCGLLRML
VESGTTDKTSSPNRLVYREQHRSWC




TLGFVRSIALTPQVCGALSSPQWITL
LMKVVEGHAPFTATSLQRQILAVHL
LQAVLPSWDKTERARDMKCLVEKLF
DFLGSLLTTCSSDVPLLRESTLRRRR
'VRPQASLTATHSSTLAEEVVALLRTL
HSLTQWNGLINKYINSQLRSITHSFV
GRPSEGAQLEDYFPDSENPEVGGLM
IAVLAVIGGIDGRLRLGGQVMHDEFG
EGTVTRITPKGKITVQFSDMRTCRVC
PLNQLKPLPAVAFNVNNLPFTEPML
SVWAQLVNLAGSKLEKHKIKKSTKQ
IAFAGQVDLDLLRCQQLKLYILKAGR
IALLSHQDKLRQILSQPAVQETGTVH
TDDGAVVSPDLGDMSPEGPQPPMIL
LQQLLASATQPSPVKAIFDKQELEAA
IALAVCQCLAVESTHPSSPGFEDCSS
SEATTPVAVQHIRPARVKRRKQSPVP
IALPIVVQLMEMGFSRRNIEFALKSLT
GASGNASSLPGVEALVGWLLDHSDI
QVTELSDADTVSDEYSDEEVVEDVD
DAAYSMSTGAVVTESQTYKKRADFL
SNDDYAVYVRENIQVGMMVRCCRA
YEEVCEGDVGKVIKLDRDGLHDLNV
QCDWQQKGGTYWVRYIHVELIGYPP
PSSSSHIKIGDKVRVKASVTTPKYKW
GSVTHQSVGVVKAFSANGKDIIVDFP
QQSHWTGLLSEMELVPSIHPGVTCD
GCQMFPINGSRFKCRNCDDFDFCE
TCFKTKKHNTRHTFGRINEPGQSAV
FCGRSGKQLKRCHSSQPGMLLDSW
SRMVKSLNVSSSVNQASRLIDGSEP
CWQSSGSQGKHWIRLEIFPDVLVHR
LKMIVDPADSSYMPSLVVVSGGNSL
NNLIELKTININPSDTTVPLLNDCTE
[YHRYIEIAIKQCRSSGIDCKIHGLILL
GRIRAEEEDLAAVPFLASDNEEEED
EKGNSGSLIRKKAAGLESAATIRTKV
FVWGLNDKDQLGGLKGSKIKVPSFS
ETLSALNVVQVAGGSKSLFAVTVEG
KVYACGEATNGRLGLGISSGTVPIPR
QITALSSYVVKKVAVHSGGRHATALT
'VDGKVFSWGEGDDGKLGHFSRMN
CDKPRLIEALKTKRIRDIACGSSHSA
IALTSSGELYTWGLGEYGRLGHGDNT
TQLKPKMVKVLLGHRVIQVACGSRD
IAQTLALTDEGLVFSWGDGDFGKLGR
GGSEGCNIPQNIERLNGQGVCQIEC
GAQFSLALTKSGVVWTWGKGDYFRL
GHGSDVHVRKPQVVEGLRGKKIVHV
IAVGALHCLAVTDSGQVYAWGDNDH
GQQGNGTTTVNRKPTLVQGLEGQKI
TRVACGSSHSVAWTTVDVATPSVHE
PVLFQTARDPLGASYLGVPSDADSSA
IASNKISGASNSKPNRPSLAKILLSLD
GNLAKQQALSHILTALQIMYARDAV
VGALMPAAMIAPVECPSFSSAAPSD
IASAMASPMNGEECMLAVDIEDRLS
PNPWQEKREIVSSEDAVTPSAVTPSA
PSASARPFIPVTDDLGAASIIAETMTK
TKEDVESQNKAAGPEPQALDEFTSL
LIADDTRVVVDLLKLSVCSRAGDRGR
DVLSAVLSGMGTAYPQVADMLLELC
VTELEDVATDSQSGRLSSQPVVVES
SHPYTDDTSTSGTVKIPGAEGLRVEF
DRQCSTERRHDPLTVMDGVNRIVSV
RSGREWSDWSSELRIPGDELKWKFI
SDGSVNGWGWRFTVYPIMPAAGPK
ELLSDRCVLSCPSMDLVTCLLDFRL
NLASNRSIVPRLAASLAACAQLSALA
IASHRMWALQRLRKLLTTEFGQSINT
NRLLGENDGETRALSFTGSALAALV
KGLPEALQRQFEYEDPIVRGGKQLL
HSPFFKVLVALACDLELDTLPCCAET
HKWAWFRRYCMASRVAVALDKRTP
LPRLFLDEVAKKIRELMADSENMDV
LHESHDIFKREQDEQLVQWMNRRP
DDWTLSAGGSGTIYGWGHNHRGQL
GGIEGAKVKVPTPCEALATLRPVQLI
GGEQTLFAVTADGKLYATGYGAGGR
LGIGGTESVSTPTLLESIQHVFIKKVA
'VNSGGKHCLALSSEGEVYSWGEAE
DGKLGHGNRSPCDRPRVIESLRGIE
'VVDVAAGGAHSACVTAAGDLYTWG




KGRYGRLGHSDSEDQLKPKLVEALQ
GHRVVDIACGSGDAQTLCLTDDDTV
IWSWGDGDYGKLGRGGSDGCKVPM
KIDSLTGLGVVKVECGSQFSVALTKS
GAVYTWGKGDYHRLGHGSDDHVRR
PRQVQGLQGKKVIAIATGSLHCVCCT
EDGEVYTWGDNDEGQLGDGTTNAI
QRPRLVAALQGKKVNRVACGSAHTL
IAWSTSKPASAGKLPAQVPMEYNHL
QEIPITALRNRLLLLHHLSELFCPCIP
MFDLEGSLDETGLGPSVGFDTLRGI
LISQGKEAAFRKVVQATMVRDRQHG
PVVELNRIQVKRSRSKGGLAGPDGT
KSVFGQMCAKMSSFGPDSLLLPHR
[VWKVKFVGESVDDCGGGYSESIAEI
CEELQNGLTPLLIVTPNGRDESGAN
RDCYLLSPAARAPVHSSMFRFLGVL
LGIAIRTGSPLSLNLAEPVWKQLAGM
SLTIADLSEVDKDFIPGLMYIRDNEA
TSEEFEAMSLPFTVPSASGQDIQLSS
KHTHITLDNRAEYVRLAINYRLHEFD
EQVAAVREGMARVVPVPLLSLFTGY
ELETMVCGSPDIPLHLLKSVATYKGI
EPSASLIQWFWEVMESFSNTERSLF
LRFVWGRTRLPRTIADFRGRDFVIQV
LDKYNPPDHFLPESYTCFFLLKLPRY
SCKQVLEEKLKYAIHFCKSIDTDDYA
RIALTGEPAADDSSDDSDNEDVDSF
IASDSTQDYLTGH




