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H. sapiens MIVFVRFNSSHGFPVEVDSDTSIFQLKEVMAKRQGVPADQERVIFAGKEER 51
R. norvegicus MIVFVRFNSSYGFPVEVDSDTSIFQLKEVMAKRQGYPADQERVIFAGKE 51
D. rerio MIVFVRFNSSHGFPVELEQGASVSELKEAMGRLQGVQSDQERVI ﬂ REEC 51
A. darlingi MFDLFNFIRELLHSMLAIFSFGKKKLSNTLSVYVKTNTGSTLAVSLEPHMEIKEVKEMMAPQLGLEPAEEKII ﬂ REES 80
D. melanogaster MSFIFKFIATFVRKMLELLQFGGKTLTHTLSIYVKTNTGKTLTVNLEPQWDIKNVKELMAPQLGLQPDDEKII m KEES 80
C. remanei MPNVVTILLQDRKMDQRRNITLNVDNNENIAELMKNMEKLTNIPSEEREVV KKi 58
3,8 kS
| 00000 000 | 000
H. sapiens NDWTVQNCD! QQSIVHIVQRPWRK————GQEMNATGGDDPRNAAGGCEREPQSLTRVDLSSSVLPGDSVGLAVILHTDS 127
R. norvegicus  NHLTVQNCDEEQQSIVHIVQRPQRK----SHETNASGGDKPQSTPEGSIWEPRSLTRVDLSSHILPADSVGLAVILDTDS 127
D. rerio NESTLQGCDEPEQSTVHVVLPPSTS——-—-AHRSELIQ---QRRLGSG----MESLTRLDLSSSRQTTASEGLAVILETEA 120
A. darlingi DTTTIRECDEGQQSIIHAVKTRPPPVRRGQQKQSLGGASIAEEVSED————— EPQS--VVPQGPLSETMVELT---EVND 150
D. melanogaster DATTIEQCD QQSVLHAIRLR—PP————VORQKIOSATLEEEEP ———————— SLS--DEASKPLNETLLDLQL--ESEE 143
C. remanei KSTFMKDLSETPATQIMFLRPK NLVQLTN SKFDSNNKITDTSILG ————————— 103
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H. sapiens RKDSPPAGSPAGRSIYNS YCKGPCQRVQP OCSTCRQATLTLTQ D MSGECQS——PHCPG—— 203
R. norvegicus KSDSEAARGPAAKPTYHS] YCKGPCHKVQP! QCGTCRQATLTLAQ D PN MSGECQS--PDCPG-- 203
D. rerio SRREDTAGHTGAK-AHSS FCKTVCKAIQP RCKDCKQGTLTLSR D L IHGVCQS--QGCNG-- 195
A. darlingi RPSADGAPAERRK---AH YCSQ-CEKVCT RCGICGSGAFTVHR D KRITGHCEQNEVPCVENS 226
D. melanogaster RLNITDEERVRAK---AHEFMHCSQ-CDKLCN RCALCKGGAFTVHR D RRIPGHCESLEVACVDNA 219
C. remanei SEYMWCKK-CDDYQ CQNCASTSVLVKS Vi IQVTCEN—-—-CFAPG 161
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H. sapiens ———-TSAEEFFKCGAHPTS-DKETPVARHLIATNSRNITCITCTDVRSPVLVFQCNSRHVICLDCEHLYCVTRENDRQEV 278
R. norvegicus ———-TRAEEFFKCGAHPTS-DKDTSVAENLITNNSRSIPCIACTDVRNPVLVFQCNHRHVICLDCEHLYCVTRENDRQEV 278
D. rerio ————RLAEEYLKCASHPTC-DNDTSVARDLIMPNTRRVPCIACTDIMTPVLVFQCAERHVICLECEHLYCVSRENERQET 270
A. darlingi EGQPPFSERFFKCSEHSSGGEKDFAAPENLIKTINHKNVPCLACTDVSETILVFPCADGHVSCLDCERQMCVTRELERQEYV 306
D. melanogaster AGDPPFAEEFFECAEHVSGGEKDFAAPENLIKNNIKNVPCLACTDVSDTVLVFPCASQHVTCIDCERHYCRSREGERQEM 299
C. remanei ———-LFADEKFECLKCN————— DLAAAETHVR QMTECCVCDGKDKVVIDLGCN--HIICQNCEKEXLLSTEREEFRET 230
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H. sapiens HDPQL SLPCVAG CPNSLIKEL RILGEEQYNRYQQYGAEECVLQMG- PGC GLLPE-PDQRKVT-CEG 354
R. norvegicus HDAQLBYSLPCVAG-CPNSLIKEL! RILGEEQNNRYQQYGAEECVLQMG- PGCBAGLLPE-QGQRKVT-CEG 354
D. rerio QETLLGYSLPCAAG-CPDSLIKEV RVLGEEQYERYQRYAAEECVLQMG- PGCGAGLLPP-DEERRVC-CEP 346
A. darlingi EHPSGBYTLRCPAG-CDQSFIEDV KLLEKEQYERYQRFATEEYVLRNG— PGCGMGLLVE-PECRRIQ-CQ- 381
D. melanogaster PHPDFGYTLPCPAG-CEHSFIEEI KLLTREENDRYQGRFATEEYVLQAG- PGCGMGLLVE-PDCRKVT-CQ- 374
C. remanei NRPPYGFTTSCVYPGC-NRVVKDV HIMGQSSNSENQRKATERLISIDDE AACGQSFFWEPYDDDGRSQCP- 308
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H. sapiens -GNGLGCGFA ECKEAYHEGEC——SAVFEASGTTTOAYRVDERAAEQARWEAASKET KPCBRCHVPV 431
R. norvegicus -GNGLGCGFV DCKEAYHEGEC--DSMFEASGATSQAYRVDQRAAEQARWEEASKET KPCRRCNVPI 431
D. rerio GNNGLGCGFV DCKEEFHEGPCR-HTTSTASAGALQGYVVDEEAALRARWEQASQET HPCRKCQVPV 425
A. darlingi —--S—-GCGYV SCLQGYHLGECF-ETPTTPGSSGEHGYAIDPQRASDARWDEATKIV KPCRKCRTAT 456
D. melanogaster —-N--GCGYV NCLQGYHIGECL-PEGTGASATNSCEYTVDPNRAAEARWDEASNVT KPCRKCRTPT 449
C. remanei KCTERECTCQS D-—-DDLTKIT RRCBRCNAAT 356
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H. sapiens MKCPQPQCRLEWCWNCGC RVCMGDH 465
R. norvegicus MKCPQPQCKLEWCWNCGCEWNRACMGDH 465
D. rerio MVCPRPQCKFEWCWLCRY RDCMGNH 458
A. darlingi MVCTRSGCGFENCWVCQT RDCMAAH 489
D. melanogaster MVCTRAGCGFENCWVCQT RDCMGAH 482
C. remanei IHCTS--CGMDWCFKCVT EECQWDH 387

Figure EV1. Structure-based sequence alignment of parkin from different species: human, rat, zebrafish, mosquito, fruit fly and nematode.

Secondary structure elements are indicated above the alighment and coloured according to domains where the Ubl is in green, RINGO in blue, RING1 in magenta, IBR in black,
REP element in yellow and the RING2 in brown. Zinc-coordinating residues are shaded in cyan. Conserved residues are shaded in red, conservative substitutions in
orange and semi-conserved residues in yellow. Closed circles denote residues involved in the Ubl interface, and open circles denote those in the RINGO/RING1 interface.
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