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Model Building Report

This document lists the results for the homology modelling project "PLEC-cds" submitted to SWISS-MODEL workspace on
Nov. 16, 2023, 10:47 a.m..The submitted primary amino acid sequence is given in Table T1.
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Results

The SWISS-MODEL template library (SMTL version 2023-11-08, PDB release 2023-11-03) was searched with for evolutionary
related structures matching the target sequence in Table T1. For details on the template search, see Materials and Methods.
Overall 3124 templates were found (Table T2).

Models

The following models were built (see Materials and Methods "Model Building"):

Model #01 File Built with Oligo-State Ligands GMQE
PDB ProMod3 3.3.0 monomer None 0.22
Seq Oligo- Found . Seq iy
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
HOFOF3.1.A 9423 monomer - /DB AlphaFold ; 0.59 1- o026  Plectin
search v2 117 isoform 1c

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
HOFOF3. 1. AMSGEDAEVRAVPEDVSNGSSGSPSPGDTLPWNLGKTQRSRRSGGGAGSNGSVLDPAERAVIRIADERDRVQKKTFTKWVN

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT
HOFOF3. 1. AKHLTKAQRHISDLYEDLRDGHNL ISLLEVLSGDSLPREKGRMRFHKLQNVQTALDYLRHRQVKLVNIRNDDIADGNPKLT

Target LGLIWTITLHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT THRHKPMLIDMNKVYRQ
HOFOF3. 1. ALGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT ITHRHKPMLIDMNKVYRQ

Target TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSTITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
HOFOF3. 1. ATNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSTITYVSSLYDAMPRVPDVQDGVRANELQLRWQEYRELVLLLLQ

Target WIRAHTAAFEERRFPSSFEETEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
H9FOF3. 1. AWIRHHTAAFEERRFPSSFEEIEILWSQFLKFKEMELPAKEADKNRSKGI YQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL

Target HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF
HOFOF3. 1. AHVATLEREKQLRSEFERLECLQRIVTKLQMEAGLCEEQLNQADTLLQSDVRLLAAGKVPQRAGEVERDLDKADSMIRLLF

Target NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLR-G———————— T————PRHPELEDSTLRYLQDLLAWVE
H9FOF3. 1. ANDVQTLKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLKAGVAAPATQVTQVTLQSVQRRPELEDSTLRYLQDLLAWVE

Target ENQRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLR
HOFOF3. 1. AENQHRVDGAEWGVDLPSVEAQLGSHRGLHQSIEEFRAKTERARSDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLR
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SLESLHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKK IKETQSTGDRLLREDHPARPTV

. ASLESLHSFVAAATKELMWLNEKEEEEVGEDWSDRNTNMTAKKESYSALMRELELKEKK IKELQSAGDRLLREDHPARPTV

ESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQ

. AESFQAALQTQWSWMLQLCCCIEAHLKENAAYFQFFSDVREAEGQLQKLQEALRRKYSCDRSATVTRLEDLLQDAQDEKEQ

LNEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPS

. ALNEYKGHLSGLAKRAKATVQLKPRHPAHPVRSRLPLLAVCDYKQVEVTVHKGDECQLVGPAQPSHWKVLSSSGSEAAVPS

VCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHY

. AVCFLVPPPNQEAQEAVTRLEAQHQALVTLWHQLHVDMKSLLAWQSLRRDVQLIRSWSLATFRTLKPEEQRQALHSLELHY

QAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDK

. AQAFLRDSQDAGGFGPEDRLMAEREYGSCSHHYQQLLQSLEQGAQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDK

EPARECAQRIAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISL

. AEPARECAQRTAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISL

VIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVE

. AVIHSTQGAEEVLRAHEEQLKEAQAVPATLPELEATKASLKKLRSQAEAQQPVFDALRDELRGAQEVGERLQQRHG————

VERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKA

LLEEIERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY

IRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQ

QKRSIQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEETRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQ

EEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRS

AQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQ

QKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQEL IRLRAETEQGEQQRQLLE

EELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEA

KRQRQLAEEDAARQRAEAERVLSEKLAATISEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEE

RLAQLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQR

QLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKA

HAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQA

AAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSILDQELQRLK

AEVTEAARQRSQVEEELFSVRVQMEELGKLKARIEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARL

RQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQ

RQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATA

ELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERF IEEEKAKLERLFQDEVAKAQKLREE

QQRQQQAMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSE
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SSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVT

GYKDPYTGEKISLFQAMKKDLIVREHGIRLLEAQTATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFD

PNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTA

EQRRDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGIIDWDLFRQLQLGERSVQEVAEVEG

VRRALRGSGVIAGVWLEEARQKLSITYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKL

LSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPR

DDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVTIWE

LINSEYFTAEQRQELLRQFRTGKVTVEKI IKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGK

TSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATGFLVDPVRNQRLYVHEAVKA

GVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFD

EEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIP

GGGSHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITITTETTEKTETVRQQNLASYDYVRRRLTAEDLYEA

RVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLD

PVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLG

FHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVE

ELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGY

VIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQTATGGI IDP

EESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSS

VRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMI IDRRSGRQYDIDEATAKSLID

RSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSIT

EAMHRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALK

KGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMV

EEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGP




Target TSSLGGPESAAA

H9FOF3. 1. A=
Model #06 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
\ PDB  ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.48 £ 0.05
Seq Oligo- Found . Seq I
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
1sj.1.A 1254 homo- 445 HHplits  2DX - 0.27 187 - 0.13 actinin
dimer 806

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTEFTKWVN
1sjj. 1.A

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT
1sjj. 1. A

Target LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT THRHKPMLIDMN—KVY
1sjj. 1. A QRKTFTAWCNSHLRKA-GTQIENIEEDFRDGLKLMLLLEVISGERLAKPERGKM

Target RQTNLENLDQAFSVAERDLGVT-RLLDPEDVDVPQPDEKSTITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLL
1sjj. 1. A RVHKISNVNKALDFIA-SKGVKLVSIGAEEIVDGNV—KMTLGMIWTIILRFAIQDISVE-————="—— ETSAKEG

Target LLQWIRAHTAAFE-——ERRFPSSFEEIETLWCQFLKFKETELP————AKEADKNRSKGIYQSLEGAVQAGQLKVPPGY—-
1sjj. 1.A LLLWYQRKTAPYKNVNIQNFHISWKDGLGFCALTHRHRPELIDYGKLRKDDPLTNLNTAFDVAEKYLDIPKMLDAEDIVG

Target  —————— HPLDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRL———LA
1sjj. 1. A TARPDEKAIMTYVSSFYHAFSGAQKAETAA-NRICKVLAVNQENEQLMEDYEKLASDLLEWIRRTIPWLENRAPENTMQA

Target AGKAPQRAGEVERDLDKADG————MIRLLFNDV-QALKD-GRHPQGEQMYRRVYRLHERLVATRT-———EYNLRLRGTPRH
1sjj. 1. A MQQKLEDFRDYRRLHKPPKVQEKCQLEINFNTLQTKLRLSNRPAFMPSEGKMVSDINNAWGGLEQAEKGYEEWLLNEIRR

Target P————FELEDSTLRYLQDLLAWVEENQRRVDSAEWGV-DLPSVEAQLGSHRGLHQSVEEFRAKIERARTDEGQLS——PAT
1sjj. 1. A LERLDHLAEKFRQKASIHESWTDGKEAMLQQKDYETATLSEIKALLKKHEAFESDLAAHQDRVEQIAATAQELNELDYYD

Target RGAYRDCLGRLDLQYAKLLNSSKARLRSLES——————— LHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKK
1sjj. 1. A SPSVNARCQKICDQWDNLGALTQKRREALERTEKLLETIDQLYLEYAKRAAPFNNWMEGAMEDLQDTFIVHTIEEIQGLT

Target EAYSALMRELELKEKKIKEI-——QSTGDRLLREDH——-PARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAY————
1sjj. 1. A TAHEQFKATLPDADKERQAILGIHNEVSKIVQTYHVNMAGTNPYTTITPQEINGKWEHVRQLVPRRDQALMEEHARQQQN

Target ———FQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKATVQLTPRNPT
1sjj. 1. A ERLRKQFGAQANVIGPWIQTKMEEIGRISI-——-EMHGTLEDQLNHLRQYEKSIVNYKPKIDQLEGDHQQIQEAL————-

Target QPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALV
1sjj. 1.A

Target TLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGS
1sjj. 1. A

Target CSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRIAEQQKAQAEVEGLGKGV
1sjj. 1.A

Target ARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHEEQLKEAQAVPA
1sjj. 1. A

Target ALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQR
1sjj. 1.A

Target ELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQRFAKQY INATK
1sjj. 1. A
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DYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEERLAEQQRAEERE

RLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSSEAETQAKARQV

EAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLR

VKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEH

VTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAE

EQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKV

RAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLA

ATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEERLAQLRKASESELERQKGLVEDTLRQR

RQVEEEILALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEA

ARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVLEKLR

SEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQK

QAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEEL

GKLKARIEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQ

EATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAE

EDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQ

QEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEARRRQH

EAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNGQDAADGPAAEP

EHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLS

PGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIVREHG

IRLLEAQIATGGVIDPVHSHRVPYDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLL

PLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWEL INSEYFTAEQRRDLLRQFRTGKVTVEKIIKIVITV

TEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSIYE

ALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKK

GLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPD

PLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWELINSEYFTAEQRQELLRQFRTGKVTVE




Target KITKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYL
1sjj. 1.A

Target EESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSG
1sjj. 1. A

Target STISLFQAMKKGLVVREHGIRLLEAQIATGGIIDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLT
1sjj. 1. A

Target YRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLIPEEQRA
1sjj. 1. A

Target QLMADFQAGRVTKERMITITTETTEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESA
1sjj. 1.A

Target WRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLL
1sjj. 1. A

Target SAERAVTGYRDPYTEQTISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSE
1sjj. 1. A

Target VRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVS
1sjj. 1. A

Target KNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKD
1sjj. 1. A

Target KLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEESHRLPVDVAYQRGLFDEEMNEILTD
1sjj. 1.A

Target PSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGL
1sjj. 1. A

Target IDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGG
1sjj. 1.A

Target FRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI I
1sjj. 1. A

Target DPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDT
1sjj. 1.A

Target PGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSG
1sjj. 1. A

Target SGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA

1sjj. 1L A
Model #15 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
.';?‘A,
¥ PDB  ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.55+0.05
Seq Oligo- Found . Seq iy
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
) homo- . 302 - ALPHA-
1hci.1.A 14.35 dimer 0.00 HHblits X-ray 2.80A 0.28 734 0.09 ACTININ 2

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN
lhei. 1. A

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDTADGNPKLT
lhei. 1. A
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LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNATTHRHKPMLIDMNKVYRQ

TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSTITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
QENERLMEEYERLASELLE

WIRAHTAAFEERRFPSSFEETETLWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAG-——QLKVPPGYHPLDVEKEW
WIRRTIPWLENRTPEKTMQAMQKKLEDFRDYRRKHKPPKVQEKCQLE INFNTLQTKLRISNRPAFMPSEGKMVSDITAGAW

GKLHVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDV———-RLLAAGKAPQRAGEVERDLDKAD
QRLEQAEKGYEEWLLNETRRLERLEHLAEKFRQKASTHETWAYGKEQILLQKDYESASLTEVRALLRKHEAFESDLAAHQ

GMIRLLENDVQALKDGRHPQGEQMYRRVYRLHERLVATRTEYNL———-RLRGTPRHP-E-—-LEDSTLRYLQDLLAWVEEN
DRVEQIAATAQELNELDYHDAVNVNDRCQKICDQWDRLGTLTQKRREALERMEKLLET IDQLHLEFAKRAAPFNNWMEGA

QRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKI———ERARTDEGQ————LSP-——ATRGAYRDCLGRLDLQYAKLL
MEDLQDMFIVHSIEEIQSLITAHEQFKATLPEADGERQSIMAIQNEVEKVIQSYNIRISSSNPYSTVTMDELRTKWDKVK

NSSKARLRSLESL———===-— HGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKE
QLVPIRDQSLQEELARQHANERLRRQFAAQANAIGPWIQNKMEETARSSIQI-TGALEDQMNQLKQYEHNI INYKNNIDK

IQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRS
LEGDHQLIQEALVFDNKHTNYTMEHIRVGWELLLTTIARTINEVETQIL

ITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPA

QPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTF

RTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRL

QLEACETRTVHRLRLPLDKEPARECAQRTAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKL

EQVRSLSAIYLEKLKTISLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELR

GAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQ

AVPLADSQAVREQLRQEKALLEETERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQ

EYVDLRTRYSELSTLTSQYIRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQ

RRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGE

LQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQ

AEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERW

QLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQE

LIRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAG

RFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEA

FQRRRLEEQAAQHKADIEERLAQLRKASESELERQKGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGN

AEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVR

QLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEA
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ERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLK

LEETDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRALILRDKDNTQRLLQEEAEKMK

QVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMA

QQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTL

ETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKA

KLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRL

RERLEHLEEEHRAALAHSEEITAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGH

TTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKE

GVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFD

EEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGK

FQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGIIDWDL

FRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARL

TVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDV

ACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQK

ATVEVPVGSFQGRAVTIWELINSEYFTAEQRQELLRQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASE

LLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATG

FLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGIID

PVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTR

VYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITIITTETTEKTETVRQQN

LASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPTYQALKKGLLS

AEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQTISLFQAMKKDLIPAEEA

LRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLP

LSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKG

TTRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILK




Target DHGIRLLEAQIATGGIIDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGL
lhei. 1. A

Target RLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMIID
lhei. 1. A

Target RRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEE
lhei. 1. A

Target TGPVAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAF
lhei. 1. A

Target CGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLT
lhei. 1. A

Target CPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMT
lhei. 1. A

Target FSSSSYSSSGYGRRYASGPTSSLGGPESAAA

lhei. 1. A
Model #14 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
¥,
‘z,.;\ PDB ProMod3 3.3.0 monomer None 0.00 0.43+0.05
Seq Oligo- Found . Seq i
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
7ank 1A 12.69  monomer 0.00 HHblits X-ray  3.20A 0.27 1877 040  AlPhazactinin-

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN
Tank. 1. A

Target KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDTADGNPKLT
Tank. 1. A

Target LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNATITHRHKPMLIDMNK—-VY
Tank. 1. A QRKTFTAWCNSHLRKA-GTQIENIEEDFRNGLKLMLLLEVISGERLPKPDRGKM

Target RQTNLENLDQAFSVAERDLGVT-RLLDPEDVDVPQPDEKSI ITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLL
Tank. 1. A RFHKTANVNKALDYIA-SKGVKLVSIGAEETIVDGNV—KMTLGMIWTIILRFAIQDISVE———————= ETSAKEG

Target LLQWIRAHTAAFE-——ERRFPSSFEEIEILWCQFLKFKETELPAKEAD———-KNRSKGIYQSLEGAVQAGQLKVPPGYHP
7ank. 1. A LLLWCQRKTAPYRNVNIQNFHTSWKDGLGLCALIHRHRPDLIDYSKLNKDDPIGNINLAMETAEK————- HLDIPKMLDA

Target LDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLD
Tank. 1. A EDIVNT-P KPDER-——AIMTYVSCFYHAFAGAEQ-———————"""— AET—-

Target KADGMIRLLFNDVQALKDGRHPQGEQMYRRVYRLHERLVATRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRV
Tank. 1.A -A ANRICKVLAVNQENER-———————————~ LMEEYERLASELLEWIRRTIPWL

Target DSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKIERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLH
Tank. 1. A ENRTPEKTMQAMQKKLEDFRDYRRKHKPP———KV QEKCQLEINFNTLQTKLR————-

Target GFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKTKETQSTGDRLLREDHPARPTVESFQAA
Tank. 1. A I SNRPAFMPSEGKMVSD

Target LQTQWSWMLQLCCCIEAHLKE——————— NTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSI-TVTRLEDLLQDAQDE
Tank. 1. A TAGAWQRLEQAEKGYEEWLLNEIRRLERLEHLAEKFRQKASTHETWAYGKEQILL-———QKDYESASLTEVRALLRKHEAF

Target KDQLNEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAA
7Tank. 1. A ESDLAAHQDRVEQIAATAQELNELDY--H
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VPSVCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLE
—————————— DAVNVNDRCQKICDQWDRLGTLTQKRREALERM

LHYQAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLP

LDKEPARECAQRTAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKT

ISLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGER

DVEVERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQ

EKALLEETERHAEKVEECQRFAKQYINATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLT

SQYIRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVD

AQQQKRSIQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEETRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKR

QAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETA

QRSAQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEE

VAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELTRLRAETEQGEQQRQ

LLEEELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALA

EEAKRQRQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKAD

TEERLAQLRKASESELERQKGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAA

RQRQLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAE

EKAHAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQ

AQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSILDQELQ

RLKAEVTEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEA

ARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLET

ERQRQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEETIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLRE

ATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERF IEEEKAKLERLFQDEVAKAQKL

REEQQRQQQQMAQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALA

HSEEITAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYL

QGHSSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAER

AVTGYKDPYTGEKISLFQAMKKDLIVREHGIRLLEAQTATGGV IDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKG
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FFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEY

FTAEQRRDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAE

VEGVRRALRGSGVIAGVWLEEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELH

EKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALS

APRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT

IWELINSEYFTAEQRQELLRQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLK

DGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEA

VKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRG

YFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQI

DIPGGGSHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITT T TETTEKTEIVRQQNLASYDYVRRRLTAEDL

YEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPTYQALKKGLLSAEVARLLLEAQAATGF

LLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLTPAEEALRLLDAQLATGGIVDP

RLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQI

TVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAA

TGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI

IDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSS

KSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRSGRQYDIDEATAKS

LIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKV

SITEAMHRNLVDNITGQRLLEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQ

ALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDR

SMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYA

SGPTSSLGGPESAAA



Model #02 File Built with Oligo-State Ligands GMQE QMEANDiIsCo Global

é&? PDB ProMod3 3.3.0 monomer None 0.00 0.53£0.05
rh({’,
Seq Oligo- Found . Seq I
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
5dzz.1.A 4512 monomer 0.00 BLAST X-ray 2.60A 0.40 33054593- 0.10  Desmoplakin

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN
bdzz. 1. A

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQTALDYLRHRQVKLVNIRNDDTADGNPKLT
5dzz. 1. A

Target LGLIWTITLHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENAT THRHKPMLIDMNKVYRQ
bdzz. 1. A

Target TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKST ITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
5dzz. 1. A

Target WIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
5dzz. 1. A

Target HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF
5dzz. 1. A

Target NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP
5dzz. 1. A

Target SVEAQLGSHRGLHQSVEEFRAKIERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL
5dzz. 1. A

Target MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ
5dzz. 1. A

Target LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK
5dzz. 1. A

Target AIVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV
5dzz. 1. A

Target ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE
5dzz. 1. A

Target DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRIAEQQKA
5dzz. 1. A

Target QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATIYLEKLKTISLVIRSTQGAEEALRAHE
5dzz. 1. A

Target EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVEFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ
5dzz. 1. A

Target AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQ
5dzz. 1. A

Target RFAKQYINATIKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER
5dzz. 1. A

Target LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSS
5dzz. 1. A

Target FAETQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR
5dzz. 1. A
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KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQEL IRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKAD TEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARTEAENRALITLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVT

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL

EEARQKLSIYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG
———————— VFDGLRKKV———-TAMQLYECQLIDKTTLDKLLKGKKSVEE—————-VASEIQPFLRGAGS TAGASASPK——

QSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACAR GYLDEETSTALS
EKYSLVEAKRKKLISPESTVMLLEAQAATGGI IDPHRNEKLTVDSATARDLIDFDDRQQIYAAEKAITGFDDPFSGKTVS

APRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARAR-QQELYSEVQAREAFQKATVEVPVGSFQGRAV
VSEATKKNLIDRETGMRLLEAQTASGGVVDPVNSV-FLPKDVALARGLIDRDLYRSLNDPRDSQKNFVD-PVTKKKVSYV

TIWELINSEYFTAEQRQELLRQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQL
QLKERCRIEPHTG LLLLSVQKRSMSFQGIRQPVTVTELVDSGILRPSTVNEL

KDGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHE
ESGQISYDEVGERIKDFLQGSSCI-—AGIYNETTKQKLGIYEAMKIGLVRPGTALELLEAQAATGFIVDPVSNLRLPVEE

AVKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQTATGGI IDPVHSHRVPVDVACQR
AYKRGLVGIEFKEKLLSAERAVTGYNDPETGNI ISLFQAMNKEL IEKGHGIRLLEAQIATGGI IDPKESHRLPVDIAYKR



Target GYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQ
5dzz. 1. A GYFNEELSEILSDPSDDTKGFFDPNTEENLTYLQLKERCIKDEETGLCLLPLK

Target IDIPGGGSHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITITTIEI TEKTETIVRQQNLASYDYVRRRLTAED
bdzz. 1. A

Target LYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATG
5dzz. 1. A

Target FLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVD
5dzz. 1. A

Target PRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQ
5dzz. 1. A

Target ITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSIAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQA
5dzz. 1. A

Target ATGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQTATGG
5dzz. 1. A

Target TIDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTS
5dzz. 1. A

Target SKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMI IDRRSGRQYDIDEATAK
5dzz. 1. A

Target SLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEK
5dzz. 1. A

Target VSITEAMHRNLVDNITGQRLLEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAA
5dzz. 1. A

Target QALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALD
5dzz. 1. A

Target RSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTESSSSYSSSGYGRRY
5dzz. 1. A

Target ASGPTSSLGGPESAAA

5dzz. 1. A
Model #18  File Built with Oligo-State Ligands GMQE QMEANDisCo Global
¢
f&;‘i?’ PDB  ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.44 £0.05
-0
Seq Oligo- Found . Seq iy
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
homo- . 627 - ALPHA-
4d1e. 1A 12.65 dimer 000 HHblits  X-ray  3.50A 0.26 1221 0.09 ACTININ-2

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
4dle. 1. A

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT
4dle. 1. A

Target LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT THRHKPMLIDMNKVYRQ
4dle. 1. A

Target TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSTITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
4dle. 1. A
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WIRAHTAAFEERRFPSSFEETETLWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL

HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF

NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP

SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL
RLMEEYERLASELL

MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKTK-EIQST————GDRLL-REDHPARPTVESFQAALQTQ
EWIRRT IPWLENRTPAATMQAMQKKLEDFRDYRRKHKPPKVQEKCQLEINFNTLQTKLRISNRPAFMPSEGKMVSDIAGA

WSWMLQLCCCIEAHLKE——————= NTAYFQFFSDVREAEEQLRKLQETLHRKYTCDR-SITVTRLEDLLQDAQDEKDQL
WQRLEQAEKGYEEWLLNETRRLERLEHLAEKFRQKASTHETWAYGKEQILLQ———KDYESASLTEVRALLRKHEAFESDL

NEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSV
AAHQDRVEQIAATAQELNELDY—-H-D

RSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCTSELKDIRLQLEACETRTVHR
GAMEDLQDM

LRLPLDKEPARECAQRIAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEP———— SPAAPTLRSELELTLGKLEQVRSLS
F———IV-HSIEEIQSLITAHEQFKATLPEADGERQSIMATIQNEVEKVIQSYNIRISSSNPYSTVTMDELRTKWDKVKQLV

ATYLEKLKT - SLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALR
PIRDQSLQEELARQHANERLRRQFAAQANATGPWIQNKMEEIAR-—SSIQITGALEDQMNQLKQYEHNIINYKNNIDKLE

DELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQ
******* GDHQLIQEALV-———FDNKHTNYTMEHIRVGWELLLTTIARTINEVETQILTRD

EQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSE

SVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREA

QELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGG

AEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAER

RLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERE

LERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLA

AEQELTRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLE

AEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLA

EDEAFQRRRLEEQAAQHKADTEERLAQLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAELELELGR

IRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEH

ESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQR

VEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTA

LRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEA
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EKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDK

EQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTL

VQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIE

EEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEE

NRRLRERLEHLEEEHRAALAHSEEITAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRL

AQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTE

AVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHR

GYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSA

PFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI T

DWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPAT

SARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRL

PLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQARE

AFQKATVEVPVGSFQGRAVTIWELINSEYFTAEQRQELLRQFRTGKVTVEKI IKIVITIVEEVETTRRERLSFSGLRAPY

PASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQ

AATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATG

GIIDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVV

ETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITITTEIIEKTEIV

RQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPTYQALKK

GLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIP

AEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGL

FLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQA

MKKGIIRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKL ISLFQAMKKG

LILKDHGIRLLEAQIATGGIIDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDP

QTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKS




Target MITDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSD
4dle. 1. A

Target PTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDRINLA
4dle. 1. A

Target QKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYS
4dle. 1. A

Target KYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSG
4dle. 1. A

Target FSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA

4dle. 1. A
Model #16  File Built with Oligo-State Ligands GMQE QMEANDisCo Global
o
& * PDB  ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.64 £0.05
Seq Oligo- Found . Seq A
Template Identity  state QSQE by Method Resolution Similarity Range Coverage Description
6si21A 2082 OO 5060 HHplits X-ray  3.10A 036  82-  gog  Calponin homology
dimer 448 domain protein putative
Excluded ligands
Ligand Name.Number Reason for Exclusion Description
CAA1 Binding site not conserved. CALCIUM ION
CA4 Binding site not conserved. CALCIUM ION
MG.2 Not in contact with model. MAGNESIUM ION
MG.5 Not in contact with model. MAGNESIUM ION
TRS.3 Not biologically relevant. 2-AMINO-2-HYDROXYMETHYL-PROPANE-1,3-DIOL
TRS.6 Not biologically relevant. 2-AMINO-2-HYDROXYMETHYL-PROPANE-1,3-DIOL

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
6s12. 1. A ELVAQWEKVQIKTFTKWVN

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPR-EKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKL
6s12. 1. A MHLAKKGRKINDVTTDFKNGVELCALLETTIGETTIKCVTNPKMRIQMTENLDKALRFIQSRDVKLTGIGPTDIVDGNVKL

Target TLGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENAT THRHKPML IDMNKVYR
6s12. 1. A TLGLVWTLILRFAISELSAE———-GLSAKQGLLLWCQKKCEPYP-VKVENFSESFKDGKVFCALTHRHRPDLLDWETVGE

Target QTNLENLDQAFSVAERDLGVTRLLDPEDVDV-PQPDEKSI ITYVSSLYDAMPRVPDVQDGVK——————— ANELQLRWQE
6s12. 1. A D-DRANLEKAFDVAEKELGIPKLLDVDDIVNMPRPDERSVMTYVAALYKVFSSNDQVEKAGKRAGNFLDLLRATEGMVHD

Target YRELVLLLLQWIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAG—QLKVPPG
6s12. 1. A YEQRAQALKENIEAAINKMNGVEPSDEYHQVKEQINETKNYRKGDKRAFIKEQGDLATLFGQINSKLRGMKRPVYVAPEG

Target YHPLDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVER
6s12. 1. A LDPKSLEGYIANISEAERALRSKLNTAMR——NCLIALRKAFADPANATDAKINEYRTFVTD

Target DLDKADGMIRLLENDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQ
6s12. 1. A

Target RRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLE
6s12. 1. A

Target SLHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKTKETQSTGDRLLREDHPARPTVESF
6s12. 1. A

Target QAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNE
6s12. 1. A
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Target
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Target

6s12. 1.

Target

YRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCE

LVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAF

LRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPA

RECAQRIAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIR

STQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVER

WRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLE

ETERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRF

ISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKR

SIQEELQQLRQSSEAETIQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEA

ERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQA

ELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKS

LAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELTRLRAETEQGEQQRQLLEEEL

ARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQ

RQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEERLA

QLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLA

AEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAF

AVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAE

KLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKS TLDQELQRLKAEV

TEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQL

AEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQL

EMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELE

REKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQR

QQQAMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEEIT

AAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSST

AGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYK



6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

Target
6s12. 1. A

DPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNT

HENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQR

RDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRR

ALRGSGVIAGVWLEEARQKLSIYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSA

EKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDA

KTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWELIN

SEYFTAEQRQELLRQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSV

KDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATGFLVDPVRNQRLYVHEAVKAGVV

GPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEM

NRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGG

SHGGSTMSLWEVMQSDL IPEEQRAQLMADFQAGRVTKERMITTTTEITEKTEIVRQQNLASYDYVRRRLTAEDLYEARVT

SRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVK

GERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQTISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHL

PLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELV

RSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVID

PIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKL ISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEES

HRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRK

RRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMI IDRRSGRQYDIDEATAKSLIDRSA

LDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAM

HRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDR INLAQKAFCGFEDPRTKTKMSAAQALKKGW

LYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEG

TGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSS

LGGPESAAA



Model #11 File Built with Oligo-State Ligands GMQE QMEANDisCo Global

w’fﬁ PDB ProMod3 3.3.0 monomer None 0.00 0.69 £ 0.05
Seq Oligo- Found . Seq iy
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
51i1A 9647  monomer 000 HHblits X-ray  2.80A 0.59 TnT 008 Plectin

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
5jli. 1.A

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDTADGNPKLT
5jli. 1. A

Target LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENATTHRHKPMLIDMNKVYRQ
5jli. 1.A

Target TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
5jli. 1. A

Target WIRAHTAAFEERRFPSSFEETEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
5jli. 1.A

Target HVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF
5jli. 1. A

Target NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP
5jli. 1. A

Target SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL
5jli. 1. A

Target MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKK IKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ
5jli. 1. A

Target LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK
5jli. 1. A

Target ATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV
5jli. 1. A

Target ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE
5jli. 1. A

Target DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRIAEQQKA
5jli. 1. A QEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRIAEQQKA

Target QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHE
5jli. 1. A QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRGTQGAEEVLRAHE

Target EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ
5jli. 1. A EQLKEAQAVPATLPELEATKASLKKLRAQAEAQQPTFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVAQLLERWQ

Target AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQ
5jli. 1. A AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAMPLADSQAVREQLRQEQALLEETERHGEKVEECQ

Target RFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER
5jli. 1. A RFAKQYINAIKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTHYSELTTLTSQYIKFISETLRRM————-

Target LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSS
5jli. 1. A

Target EAETQAKARQVEAAERSRLRIEEETRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR
5jli. 1. A
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KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQEL IRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARTEAENRALILRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERF IEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMAQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEE I TAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVT

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL

EEARQKLSIYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG

QSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT

YSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWEL INSEYFTAEQRQELL

RQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLL

QGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEK

AVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKG



5jli. 1. A

Target FFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM
5jli. 1. A
Target QSDLTPEEQRAQLMADFQAGRVTKERMITITTETTEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTR
5jli. 1.A
Target SLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKG
5jli. 1. A
Target LVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNK
5jli. 1.A
Target DTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRL
5jli. 1. A
Target QEGLTSTEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI TRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAV
5jli. 1.A
Target RMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQTATGGI IDPEESHRLPVDVAYQRGL
5jli. 1.A
Target FDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKE
5jli. 1.A
Target MSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMITDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITE
5jli. 1. A
Target FADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNI TGQRL
5jli. 1.A
Target LEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQ
5jli. 1. A
Target YLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSS
5jli. 1.A
Target KGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTESSSSYSSSGYGRRYASGPTSSLGGPESAAA
5jli. 1. A
Model #04 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
ﬁ;@'«“’ PDB ProMod3 3.3.0 monomer None 0.00 0.65 + 0.05
Seq Oligo- Found . Seq o
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
5dzz.1.A 54.12 monomer 0.00 HHblits X-ray 2.60A 0.45 23957573_ 0.1 Desmoplakin

The template contained no ligands.

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target

MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN

KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT

LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNATTHRHKPMLIDMNKVYRQ

TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ

WIRAHTAAFEERRFPSSFEEIETLWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
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5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
bdzz. 1.

Target
5dzz. 1.

Target
bdzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
bdzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF

NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP

SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL

MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ

LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK

AIVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV

ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE

DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKA

QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHE

EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVEFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ

AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQ

RFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER

LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRS IQEELQQLRQSS

EAETQAKARQVEAAERSRLRIEEETRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR

KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADTEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE
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5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
bdzz. 1.

Target
5dzz. 1.

Target
bdzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERF IEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMAQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEE I TAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVT IWELINSEYFTAEQRRDLLRQFRTGKVT

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL
DTSKLVFDGLRKKVTAMQLYECQLIDKTTLDKLLKGKKSVEEVA--SEIQPFLRGAGSTAGAS—

EEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG
ASPKEKYSLVEAKRKKLISPESTVMLLEAQAATGGI IDPHRNEKLTVDSATARDLIDFDDRQQIYAAEKAITGFDDPESG

QSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT
KTVSVSEAIKKNLIDRETGMRLLEAQIASGGVVDPVNSVFLPKDVALARGLIDRDLYRSLNDPRDSQKNEFVDPVTKKKVS

YSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWEL INSEYFTAEQRQELL
YVQLKERCRIEPHTGLLLLSVQKRS

RQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLL
MSFQGIRQPVTVTELVDSGILRPSTVNELESGQISYDEVG——ERIKDFL

QGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEK
QGSSCIAGIYNETTKQKLGIYEAMKIGLVRPGTALELLEAQAATGFIVDPVSNLRLPVEEAYKRGLVGIEFKEKLLSAER

AVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKG
AVTGYNDPETGNIISLFQAMNKELTEKGHGIRLLEAQIATGGI IDPKESHRLPVDIAYKRGYFNEELSEILSDPSDDTKG

FFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM
FFDPNTEENLTYLQLKERCIKDEETGLCLLPLK

QSDLIPEEQRAQLMADFQAGRVTKERMIITITEITEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTR

SLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKG

LVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNK

DTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRL

QEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI TRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAV

RMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEESHRLPVDVAYQRGL

FDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKE

MSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITE

FADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRL




Target LEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQ
5dzz. 1. A

Target YLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSS
bdzz. 1. A

Target KGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA
5dzz. 1. A

Model #12 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
3% PDB ProMod33.3.0 monomer None 0.00 0.75+0.05
Seq Oligo- Found . Seq o
Template Identity  state QSQE by Method Resolution Similarity Range Coverage Description
65 - Microtubule-actin cross-

4z69.1.A 66.86 monomer 0.00 HHblits X-ray 2.65A 0.51 0.08 linking factor 1,
412 .
isoforms 1/2/3/5

Excluded ligands

Ligand Name.Number Reason for Exclusion Description
PO4.1 Not biologically relevant. PHOSPHATE ION
PO4.2 Not biologically relevant. PHOSPHATE ION

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
476g. 1. A DERDRVQKKTFTKWVN

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNTRNDDTADGNPKLT
476g. 1. A KHLMKVRKHINDLYEDLRDGHNLISLLEVLSGIKLPREKGRMRFHRLQNVQIALDFLKQRQVKLVNIRNDDITDGNPKLT

Target LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENAT THRHKPMLIDMNKVYRQ
4z6g. 1. A LGLIWTIILHFQISDIYISGESGDMSAKEKLLLWTQKVTAGYTGIKCTNFSSCWSDGKMFNALIHRYRPDLVDMERVQIQ

Target TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
476g. 1. A SNRENLEQAFEVAER-LGVTRLLDAEDVDVPSPDEKSVITYVSSTIYDAFPKVPEGGEGISATEVDSRWQEYQSRVDSLIP

Target WIRAHTAAFEERRFPSSFEETEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
476g. 1. A WIKQHTILMSDKTFPQNPVELKALYNQY IHFKETEILAKEREKGRIEELYKLLEVWIEFGRIKLPQGYHPNDVEEEWGKL

Target HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF
476g. 1. A TTEMLEREKSLR

Target NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP
4z6g. 1. A

Target SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL
476g. 1. A

Target MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ
47z6g. 1. A

Target LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK
4z6g. 1. A

Target ATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV
476g. 1. A

Target ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE
476g. 1. A

Target DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKA
47z6g. 1. A
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Target

4z6g. 1.

Target
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Target

QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHE

EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ

AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQ

RFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER

LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSS

EAETQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR

KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQEL IRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADTEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARTEAENRALITLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWEL INSEYFTAEQRRDLLRQFRTGKVT

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL



476g. 1. A

Target EEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG
4z6g. 1. A

Target QSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT
4z6g. 1. A

Target YSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWEL INSEYFTAEQRQELL
47z6g. 1. A

Target RQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLL
4z6g. 1. A

Target QGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEK
476g. 1. A

Target AVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKG
4z6g. 1. A

Target FFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM
476g. 1. A

Target QSDLIPEEQRAQLMADFQAGRVTKERMITIIIEITEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTR
4z6g. 1. A

Target SLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPTYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKG
47z6g. 1. A

Target LVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNK
4z6g. 1. A

Target DTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRL
476g. 1. A

Target QEGLTSIEEVSKNLQKFLEGTSSIAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAV
4z6g. 1. A

Target RMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEESHRLPVDVAYQRGL
476g. 1. A

Target FDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKE
47z6g. 1. A

Target MSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITE
476g. 1. A

Target FADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNI TGQRL
4z6g. 1. A

Target LEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLY YEAGQRFLEVQ
4z6g. 1. A

Target YLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSS
476g. 1. A

Target KGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTESSSSYSSSGYGRRYASGPTSSLGGPESAAA
476g. 1. A

Model #05 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
PR PDB ProMod3 3.3.0 monomer None 0.00 0.73+£0.05
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Seq Oligo- Found . Seq —n
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
5dzz1A 5114  monomer 000 HHblits X-ray  2.60A 0.45 34614351' 011  Desmoplakin

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN
5dzz. 1. A

Target KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT
bdzz. 1. A

Target LGLIWTITLHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENAT THRHKPMLIDMNKVYRQ
5dzz. 1. A

Target TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
5dzz. 1. A

Target WIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
5dzz. 1. A

Target HVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF
5dzz. 1. A

Target NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP
5dzz. 1. A

Target SVEAQLGSHRGLHQSVEEFRAKIERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL
5dzz. 1. A

Target MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ
5dzz. 1. A

Target LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK
5dzz. 1. A

Target ATIVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV
5dzz. 1. A

Target ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE
5dzz. 1. A

Target DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKA
5dzz. 1. A

Target QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHE
5dzz. 1. A

Target EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ
5dzz. 1. A

Target AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEEIERHAEKVEECQ
5dzz. 1. A

Target RFAKQYINAIKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQYIRFISETLRRMEEEER
5dzz. 1. A

Target LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSTQEELQQLRQSS
5dzz. 1. A

Target EAETQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR
5dzz. 1. A

Target KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT
5dzz. 1. A

Target AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA
bdzz. 1. A

Target EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELTRLRAETEQGEQQRQLLEEELARLQSEAAAATQK
5dzz. 1. A
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RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEE

LESVRVQMEELGKLKARIEAENRALILRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVT

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGIIDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL

EEARQKLSIYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG

QSVSLFQALKKGLTPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT

YSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWELINSEYFTAEQRQELL

RQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLL

QGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEK

AVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKG

FFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM

QSDLIPEEQRAQLMADFQAGRVTKERMITIITEITEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTR
SKLVFDGLRKKVTAMQLYECQLIDKTTLDKLLKGKK

SLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKG
SVEEVAS—EIQPFLRGAGSTAGAS—ASPKEKYSLVEAKRKKLISPESTVMLLEAQAATGGI IDPHRNEKLTVDSATARD



Target LVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDL IPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNK
5dzz.1.A LIDFDDRQQIYAAEKAITGFDDPFSGKTVSVSEATKKNLIDRETGMRLLEAQIASGGVVDPYNSVFLPKDVALARGLIDR

Target DTHDQLSEPSE-VRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQR
5dzz. 1. A DLYRSLNDPRDSQKNFVDPVTKKKVSYVQLKERCRIEPHTGLLLLSVQKR-SMSFQGIRQPVTVTELVDSGILRPSTVNE

Target LQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKG I TRPGTAFELLEAQAATGYVIDPIKGLKLTVEEA
5dzz.1.A LESGQISYDEVGERIKDFLQGSSCIAGIYNETTKQKLGIYEAMKIGLVRPGTALELLEAQAATGFIVDPVSNLRLPVEEA

Target VRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEESHRLPVDVAYQRG
5dzz. 1. A YKRGLVGIEFKEKLLSAERAVTGYNDPETGNIISLFQAMNKELIEKGHGIRLLEAQIATGGIIDPKESHRLPVDIAYKRG

Target LFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGK
5dzz. 1. A YFNEELSEILSDPSDDTKGFFDPNTEENLTYLQLKERCIKDEETGLCLLPLK

Target EMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMI IDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSIT
5dzz. 1. A

Target EFADMLSGNAGGFRSRSSSVGSSSSYPTSPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQR
5dzz. 1. A

Target LLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEV
5dzz. 1. A

Target QYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQS
5dzz. 1. A

Target SKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTEFSSSSYSSSGYGRRYASGPTSSLGGPESAAA
5dzz. 1. A

Model #20 File Built with Oligo-State Ligands GMQE QMEANDiIsCo Global

e PDB ProMod3 3.3.0 monomer None 0.00 0.50 +0.05

Seq Oligo- Found . Seq
Identity state QSQE Method Resolution

Template by Similarity

Range Coverage Description

186 -
630

Spectrin beta

8iah.1.2 15.20 monomer 0.00 HHblits EM - 0.28 .
chain

0.22

Excluded ligands

Ligand Name.Number Reason for Exclusion Description

ADP.1 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.2 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.3 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADPA4 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.5 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.6 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.7 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.8 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.9 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.10 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.11 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.12 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTEFTKWVN

8iah. 1.2

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQTALDYLRHRQVKLVNIRNDDTADGNPKLT

8iah. 1.2
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LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT THRHKPMLIDMNK—VY
VQKKTFTKWVNSHLARV-SCRITDLYKDLRDGRML IKLLEVLSGEMLPKPTKGKM

RQTNLENLDQAFSVAERDLGVTRL-LDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLL
RTHCLENVDKALQFLK-EQRVHLENMGSHDIVDGNH-—RLVLGLIWTIILRFQIQDIVVQTQEG———- RETRSAKDA

LLQWIRAHTAAF——-EERRFPSSFEEIETLWCQFLKFKETELPAK-EAD-——KNRSKGIYQSLEGAVQAGQLKVPPGYHP
LLLWCQMKTAGYPNVNVTNFTSSWKDGLAFNALTHKHRPDLIDFDKLKDSNARHNLEHAFDVAERQ————— LGITIQLLDP

LDVE————"— KEWGKLHVAIL-—EREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRL——
EDVETENPDEKSTITYVVAFYHYFSKMKVLAVEGKRVGKV IDHATETEKMIEKYSGLASDLLTWIEQT ITVLNSRKFANS

—~LAAGKAPQRAGEVERDLDK——A--DGMIRLLFNDVQA-LKDGR-————HPQGEQMYRRVYRLHERLVAIRTEYNLRLRGT
LAGVQQQLQAFSTYRTVEKPPKFQEKGNLEVLLFTIQSRMRANNQKVYTPHDGKLVSDINRAWESLEEAEYRRELALRSE

PRH-———-PELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKIERARTDEGQLS———P
LIRQEKLEQLARRFDRKAAMRETWLNENQRLVAQDNFGYDLAAVEAAKKKHEATETDTAAYEERVRALEDLARELELENY

ATRGAYRDCLGRLDLQYAKLLNSSKARLRSLE———SLHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSAL
HDQKRITARKDNILRLWNYLQELLQSRRQRLETTLALQQLFQDMLHSIDWMDETKAHLLSAEFGKHLLEAEDLLQKHKLM

MRELELKEKKIKEIQSTGDRLLREDH-——PARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQL
EADTATIQGDKVKAITAATLQFTEETGYQPCDPQVIRDRVSHLEQCFAELSNTAAGRKAQLEQSKRLWKLFWEMDEAKSWI

RKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQV
KEKEQIYS—-——SLGYGKDLTSVLILQRKHKAFEDELRRLDPHLDQIFQEAEDMVALKQFG——YP————— K——-NEAW-——

EATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQS
V KEVSAQWDQLKEVPAQWNQLKELAASRKKNLQDTENFFQ

LSRDVQLIRSWSLVTFRTLKPEEQ———RQALRSLELHYQAFLRDSQDAGGF ===~ GPEDRLQAEREYGSCS
FQGDVDDLKAWLQDAHKLLSGEDVGQDEGATRALGKKHKDFLEELEESRGVMEHLEQQAQDFPERFRDSPDVTNRLQVLR

RHYQQLLQSLEQGEQE———ESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKAQAEVEGLGKG
DLYQQVVAQADLRRQRLQDALDLYTVFGETDACELWMGEKEKWLAQ-MDIPD——-TLEDLEVVQHRFDILDQEMKTLIAQ

VARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSAIYLEKLKTISL———VIRSTQGAEEALRAHEEQLKEAQ
IDGVNVAANSLVESN--HPRSTEVKQYQDHLNTRWREFQTMVLARREAVDSALRVHNYCVDCEETSKWI IDKTKVVESTK

AVPAALPELEATKAAMKKLRAQAEAQQPVEDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTD
DLGQDLAGVMATIQRKLSGLERDVAAIQVRVGALEQ———— ESHRLMES-——HREQEKDIGERQAYVEELWQGLQQALK

VRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQRFAKQY I
GQEALLGKS—-SQLQAFLQDLDAFEAWLSTAQKEVASK——DMPESLPEAEQLLQQHAALKDDIDRHQENYQHVKASGEKV I

NAIKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEERLAEQQRA
HG

EERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSTQEELQQLRQSSEAETQAK

ARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAE

LGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTL

EEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRR

GKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAE

LAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLS

EKLAATISEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADTEERLAQLRKASESELERQKGLVEDT

LRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAA

EEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVL
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Target
8iah. 1.

Target
8iah. 1.
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8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

Target
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Target
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Target
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8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

Target
8iah. 1.

EKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAA

LRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVQ

MEELGKLKARIEAENRALILRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKM

QAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQ

ARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEM

QTVQQEQLLQETQALQQSFLSEKDSLLQRERFTEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEAR

RRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNGQDAADGP

AAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRR

QLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIV

REHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETG

LRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVTVEKIIKI

VITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKL

STYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLEQ

ALKKGLTPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQ

CRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVTIWELINSEYFTAEQRQELLRQFRTGK

VTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLA

GIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKD

PYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTH

ENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLIPE

EQRAQLMADFQAGRVTKERMIIITIETTEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLE

AESAWRYLYGTGCVAGVYLPGSRQTLPTYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELH

DRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLS

EPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTST

EEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI TRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGP




Target EFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGIIDPEESHRLPVDVAYQRGLFDEEMNE
8iah. 1.2

Target ILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAY
8iah. 1.2

Target RKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMITIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSG
8iah. 1.2

Target NAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVS I TEAMHRNLVDNITGQRLLEAQACT
8iah. 1.2

Target GGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLI
8iah. 1.2

Target EPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPY
8iah. 1.2

Target SVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTEFSSSSYSSSGYGRRYASGPTSSLGGPESAAA

8iah. 1.2
Model #17  File Built with Oligo-State Ligands GMQE QMEANDisCo Global
e
¥ - PDB  ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.65 £ 0.05
Seq Oligo- Found . Seq i
Template Identity  state QSQE by Method Resolution Similarity Range Coverage Description
6si3.1A 2082 OO 00 HHblits X-ray  3.10A 036  02-  gog  Calponin homology
dimer 448 domain protein putative
Excluded ligands
Ligand Name.Number Reason for Exclusion Description
CA.1 Binding site not conserved. CALCIUM ION
CA2 Binding site not conserved. CALCIUM ION

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
6s13. 1. A ELVAQWEKVQIKTFTKWVN

Target KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPR-EKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKL
6s13. 1. A MHLAKKGRKINDVTTDFKNGVELCALLEITGETTIKCVTNPKMRIQMTENLDKALRFIQSRDVKLTGIGPTDIVDGNVKL

Target TLGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT THRHKPMLIDMNKVYR
6s13. 1. A TLGLVWTLILRFAISELSAE————GLSAKQGLLLWCQKKCEPYP-VKVENFSESFKDGKVFCALIHRHRPDLLDWETVGE

Target QTNLENLDQAFSVAERDLGVTRLLDPEDVDV-PQPDEKSIITYVSSLYDAMPRVPDVQDGVK—————=— ANELQLRWQE
6s13. 1. A D-DRANLEKAFDVAEKELGIPKLLDVDDIVNMPRPDERSVMTYVAALYKVFSSNDQVEKAGKRAGNFLDLLRATEGMVHD

Target YRELVLLLLQWIRAHTAAFEERRFPSSFEETETLWCQFLKFKETELPAKEADKNRSKGI YQSLEGAVQAG——QLKVPPG
6s13. 1. A YEQRAQALKENTEAAINKMNGVEPSDEYHQVKEQINETKNYRKGDKRAF IKEQGDLATLFGQINSKLRGMKRPVYVAPEG

Target YHPLDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVER
6s13. 1. A LDPKSLEGYIANISEAERALRSKLNTAMR——NCLIALRKAFADPANATDAKINEYRTFVTD

Target DLDKADGMIRLLFNDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQ
6s13. 1. A

Target RRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLE
6s13. 1. A

Target SLHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKTKETQSTGDRLLREDHPARPTVESF
6s13. 1. A

Target QAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNE
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6s13. 1.

Target
6s13. 1.

Target
6s13. 1.

Target
6s13. 1.

Target
6s13. 1.

Target
6s13. 1.

Target
6s13. 1.

YRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCE

LVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAF

LRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPA

RECAQRIAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIR

STQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVER

WRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLE

ETERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQYIRF

ISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKR

SIQEELQQLRQSSEAEIQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEA

ERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQA

ELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKS

LAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELTRLRAETEQGEQQRQLLEEEL

ARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQ

RQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEERLA

QLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLA

AEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAF

AVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAE

KLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKS ILDQELQRLKAEV

TEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRAL TLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQL

AEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQL

EMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELE

REKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERF IEEEKAKLERLFQDEVAKAQKLREEQQR

QQQOMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETT

AAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSST




Target
6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A
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Target
6s13. 1. A
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6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A

Target
6s13. 1. A

AGLLLKPANEKLTIYAALRRQLLSPGTALTLLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYK

DPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNT

HENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQR

RDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRR

ALRGSGVIAGVWLEEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSA

EKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDA

KTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWELIN

SEYFTAEQRQELLRQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSV

KDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATILLLEAQAATGFLVDPVRNQRLYVHEAVKAGVV

GPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEM

NRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGG

SHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITTTTEITEKTEIVRQQNLASYDYVRRRLTAEDLYEARVT

SRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPTYQALKKGLLSAEVARLLLEAQAATGFLLDPVK

GERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQTISLFQAMKKDL TPAEEALRLLDAQLATGGIVDPRLGFHL

PLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELV

RSHVMDEATAQRLQEGLTSITEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVID

PIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEES

HRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRK

RRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMI IDRRSGRQYDIDEATAKSLIDRSA

LDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAM

HRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGW

LYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEG

TGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSS

LGGPESAAA



Model #08 File Built with Oligo-State Ligands GMQE QMEANDisCo Global

p
P 3
:,f{};

A

Template

5dzz.1.A

PDB ProMod3 3.3.0 monomer None 0.00
Seq Oligo- Found . Seq
ldentity  state OSQE py Method Resolution o Gy
4712 monomer 0.00 HHblits X-ray  2.60A 0.42 P

The template contained no ligands.

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN

KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQITALDYLRHRQVKLVNIRNDDTADGNPKLT

LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENATTHRHKPMLIDMNKVYRQ

TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ

WIRAHTAAFEERRFPSSFEETEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL

HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF

NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP

SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL

MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKK IKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ

LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK

ATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV

ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE

DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRIAEQQKA

QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSAIYLEKLKTISLVIRSTQGAEEALRAHE

EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ

AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETIERHAEKVEECQ

RFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER

LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSS

EAETQAKARQVEAAERSRLRIEEETRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR

0.63 £0.05

0.11

Range Coverage Description

Desmoplakin
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5dzz. 1.

Target

KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQEL IRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERF IEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMAQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEE I TAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT
******** DTSKLVFDGLRKKVTAMQLYECQLIDKTTLDKLLKGKKSVEEVA-—SEIQPFLRGAGSTAGAS—ASPKEKYS

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA
LVEAKRKKLISPESTVMLLEAQAATGGI IDPHRNEKLTVDSATARDLIDFDDRQQIYAAEKAITGFDDPFSGKTVSVSEA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC
TKKNLIDRETGMRLLEAQIASGGVVDPVNSVFLPKDVALARGLIDRDLYRSLNDPRDSQKNFVDPVTKKKVSYVQLKERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWEL INSEYFTAEQRRDLLRQFRTGKVT
RIEPHTGLLLLSVQKR

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL
SMSFQGIRQPVTVTELVDSGILRPSTVNELESGQISYDEVGE——RIKDFLQGSSCIAGIYN

EEARQKLSITYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG
ETTKQKLGIYEAMKIGLVRPGTALELLEAQAATGF IVDPVSNLRLPVEEAYKRGLVGIEFKEKLLSAERAVTGYNDPETG

QSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT
NITSLFQAMNKELIEKGHGIRLLEAQIATGGI IDPKESHRLPVDIAYKRGYFNEELSEILSDPSDDTKGFFDPNTEENLT

YSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWEL INSEYFTAEQRQELL
YLQLKERCIKDEETGLCLLPLK

RQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLL

QGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEK

AVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQTATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKG



5dzz. 1. A

Target FFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM
5dzz. 1. A
Target QSDLTPEEQRAQLMADFQAGRVTKERMITITTETTEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTR
5dzz. 1. A
Target SLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKG
5dzz. 1. A
Target LVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNK
5dzz. 1. A
Target DTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRL
5dzz. 1. A
Target QEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAV
5dzz. 1. A
Target RMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQTATGGI IDPEESHRLPVDVAYQRGL
5dzz. 1. A
Target FDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKE
bdzz. 1. A
Target MSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMITDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITE
5dzz. 1. A
Target FADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNI TGQRL
bdzz. 1. A
Target LEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQ
5dzz. 1. A
Target YLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSS
5dzz. 1. A
Target KGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTESSSSYSSSGYGRRYASGPTSSLGGPESAAA
5dzz. 1. A
Model #10 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
PDB ProMod3 3.3.0 monomer None 0.00 0.59 £ 0.05
Seq Oligo- Found . Seq o
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
5dzz1A 3807  monomer 0.00 HHblits X-ray  2.60A 0.38 348f786' 011  Desmoplakin

The template contained no ligands.

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target
5dzz. 1. A

Target

MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN

KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT

LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNATTHRHKPMLIDMNKVYRQ

TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ

WIRAHTAAFEERRFPSSFEEIETLWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
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Target
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Target
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Target
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Target
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Target
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Target
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Target
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Target
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Target
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Target
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Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF

NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP

SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL

MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ

LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK

AIVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV

ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE

DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKA

QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHE

EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVEDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ

AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQ

RFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER

LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRS IQEELQQLRQSS

EAETQAKARQVEAAERSRLRIEEETRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR

KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADTEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE
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5dzz. 1.

Target
5dzz. 1.
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5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

Target
5dzz. 1.

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERF IEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMAQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEE I TAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVT IWELINSEYFTAEQRRDLLRQFRTGKVT

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL

EEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG

QSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT

YSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWEL INSEYFTAEQRQELL

RQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLL

QGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEK

AVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKG

FFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM

QSDLIPEEQRAQLMADFQAGRVTKERMIIITIEITEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTR

SLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKG

LVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNK

DTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRL
DTSKLVFDGLRKKVTAMQLYECQLIDKTTLDKL

QEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI TRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAV
LKGKKSVEEVASEIQPFLRGAGSTAGAS—ASPKEKYSLVEAKRKKLISPESTVMLLEAQAATGGI IDPHRNEKLTVDSAT

RMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEESHRLPVDVAYQRGL
ARDLIDFDDRQQIYAAEKAITGFDDPFSGKTVSVSEATKKNL IDRETGMRLLEAQTASGGVVDPVNSVFLPKDVALARGL

FDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKE
IDRDLYRSLNDPRDSQKNFVDPVTKKKVSYVQLKERCRIEPHTGLLLLSVQKRSM SFQG——+-

MSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITE
TRQPVTVTELVDSGILRPSTVNELESGQISYDE

FADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRL
VGER TKDFLQGSSCIAGIYNETTKQKLGIYEAMKIGLVRPGTALEL




Target LEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQ
5dzz.1.A LEAQAATGFIVDPVSNLRLPVEEAYKRGLVGIEFKEKLLSAERAVTGYNDPETGNIISLFQAMNKEL IEKGHGIRLLEAQ

Target YLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSS
5dzz. 1. A TATGGIIDPKESHRLPVDIAYKRGYFNEELSEILSDPSDDTKGFFDPNTEENLTYLQLKERCIKDEETGLCLLPLK———-

Target KGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA
5dzz. 1. A

Model #13  File Built with Oligo-State Ligands GMQE QMEANDisCo Global
.‘%
B By PDB  ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.62 £0.05
ey
Seq Oligo- Found . Seq o
Template Identity  state QSQE by Method Resolution Similarity Range Coverage Description
6s7.1A 2780 MO 000 HHblits X-ray  3.30A 035  93-  ggg  Calponin homology
dimer 480 domain protein putative

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
6s17. 1. A LVAQWEKVQIKTFTKWVN

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPR-EKGRMRFHKLQNVQTALDYLRHRQVKLVNIRNDDIADGNPKL
6s17. 1. A MHLAKKGRKINDVTTDFKNGVELCALLEITGETTIKCVTNPKMRIQMTENLDKALRFIQSRDVKLTGIGPTDIVDGNVKL

Target TLGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENATTHRHKPML IDMNKVYR
6s17. 1. A TLGLVWTLILRFAISELSAE————GLSAKQGLLLWCQKKCEPYP-VKVENFSESFKDGKVFCALIHRHRPDLLDWETVGE

Target QTNLENLDQAFSVAERDLGVTRLLDPEDVDV-PQPDEKSTITYVSSLYDAMPRVPDVQDGVK—————— ANELQLRWQE
6s17. 1. A —DDRANLEKAFDVAEKELGIPKLLDVDDIVNMPRPDERSVMTYVAALYKVFSSNDQVEKAGKRAGNFLDLLRATEGMVHD

Target YRELVLLLLQWIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAG———QLKVPPG
6s17. 1. A YEQRAQALKENTEAAINKMNGVEPSDEYHQVKEQINETKNYRKGDKRAF IKEQGDLATLFGQINSKLRGMKRPVYVAPEG

Target YHPLDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVER
6s17. 1. A LDPKSLEGYTANISEAERALRSKLNTAMR--NCLIALRKAFADPANATDAKINEYRTFVTDETSEAPLEEQVATLKAKLE

Target DLDKADGMIRLLFNDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQ
6s17.1. A ELKQVEAQLPPIE

Target RRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKIERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLE
6s17. 1. A

Target SLHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKK IKETIQSTGDRLLREDHPARPTVESF
6s17. 1. A

Target QAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNE
6s17. 1. A

Target YRGHLSGLAKRAKATIVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCF
6s17. 1. A

Target LVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAF
6s17. 1. A

Target LRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPA
6s17. 1. A

Target RECAQRIAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIR
6s17. 1. A

Target STQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVER
6s17. 1. A
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Target

WRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLE

ETERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRF

ISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKR

SIQEELQQLRQSSEAEIQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEA

ERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQA

ELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKS

LAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELIRLRAETEQGEQQRQLLEEEL

ARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQ

RQLAEEDAARQRAEAERVLSEKLAATISEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADTEERLA

QLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAELELELGRTRGNAEDTLRSKEQAEQEAARQRQLA

AEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAF

AVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAE

KLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSILDQELQRLKAEV

TEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQL

AEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQL

EMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELE

REKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQR

QQQOMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETT

AAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSST

AGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYK

DPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNT

HENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQR

RDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRR

ALRGSGVIAGVWLEEARQKLSIYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSA

EKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDA



6s17. 1. A

Target KTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVTIWELIN
6s17. 1. A

Target SEYFTAEQRQELLRQFRTGKVTVEKI IKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSV
6s17. 1. A

Target KDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEAVKAGVV
6s17. 1. A

Target GPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQTIATGGI IDPVHSHRVPVDVACQRGYFDEEM
6s17. 1. A

Target NRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGG
6s17. 1. A

Target SHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITITTETTEKTETVRQQNLASYDYVRRRLTAEDLYEARV I
6s17. 1. A

Target SRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVK
6s17. 1. A

Target GERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQT I SLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHL
6s17. 1. A

Target PLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELV
6s17. 1. A

Target RSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVID
6s17. 1. A

Target PIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQTATGGI IDPEES
6s17. 1. A

Target HRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRK
6s17. 1. A

Target RRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMITDRRSGRQYDIDEATAKSLIDRSA
6s17. 1. A

Target LDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAM
6s17. 1. A

Target HRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGW
6s17. 1. A

Target LYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEG
6s17. 1. A

Target TGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSS
6s17. 1. A

Target LGGPESAAA
6s17.1.A ——————

Model #19 File Built with Oligo-State Ligands GMQE QMEANDiIsCo Global

%’% PDB ProMod3 3.3.0 monomer None 0.00 0.72 £0.05

Seq Oligo- Found . Seq iy
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
3pe0.1A 8853  monomer 0.00 HHblits X-ray  2.95A 0.58 626- 506  Plectin

899
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Excluded ligands

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Ligand Name.Number Reason for Exclusion
CAA1 Not in contact with model.

MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN

KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT

LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT THRHKPMLIDMNKVYRQ

TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ

WIRAHTAAFEERRFPSSFEETEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL

HVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLE

NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP

SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL
RSLESLHSFVAAATKEL

MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKK IKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ
MWLNEKEEEEVGFDWSDRNTNMTAKKESYSALMRELELKEKK IKELQNAGDRLLREDHPARPTVESFQAALQTQWSWMLQ

LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK
LCCCIEAHLKENAAYFQFFSDVREAEGQLQKLQEALRRKYSCDRSATVTRLEDLLQDAQDEKEQLNEYKGHLSGLAKRAK

ATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV
AVVQLKPRHPAHPMRGRLPLLAVCDYKQVEVTVHKGDECQLVGPAQPSHWKVLSSSGSEAAVPSVCFLVPPPNQEAQEAV

ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE
TRLEAQHQALVTLWHQLHVDMK

DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKA

QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHE

EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ

AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQ

RFAKQYINATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER

LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSS

EAETQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR

KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELTRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

Description
CALCIUM ION



Target
3peO0. 1.

Target
3pe0. 1.
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3pe0. 1.
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Target
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Target
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Target
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Target
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Target
3pe0. 1.

Target
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Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

Target
3pe0. 1.

EAERVLSEKLAATISEATRLKTEAEIALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADTEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRY

AEMSRAQARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEEITAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWEL INSEYFTAEQRRDLLRQFRTGKVT

VEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWL

EEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSG

QSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT

YSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWEL INSEYFTAEQRQELL

RQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLL

QGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEK

AVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQTATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKG

FFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM

QSDLIPEEQRAQLMADFQAGRVTKERMIITTTETTEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTR

SLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKG

LVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDL IPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNK




Target DTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRL
3pe0. 1. A

Target QEGLTSIEEVSKNLQKFLEGTSSIAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAV
3pe0. 1. A

Target RMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEESHRLPVDVAYQRGL
3pe0. 1. A

Target FDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKE
3pe0. 1. A

Target MSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMITDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITE
3pe0. 1. A

Target FADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNI TGQRL
3pe0. 1. A

Target LEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQ
3pe0. 1. A

Target YLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSS
3pe0. 1. A

Target KGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTESSSSYSSSGYGRRYASGPTSSLGGPESAAA
3pel. 1. A

Model #09 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
7
& PDB ProMod3 3.3.0 monomer None 0.00 0.60 % 0.05
e
Seq Oligo- Found . Seq o
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
5dzz1A 4875  monomer 000 BLAST Xray  2.60A 0.43 23625243' 011  Desmoplakin

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVQKKTFTKWVN
5dzz. 1. A

Target KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT
bdzz. 1. A

Target LGLIWTITLHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENAT THRHKPMLIDMNKVYRQ
5dzz. 1. A

Target TNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLLLLQ
bdzz. 1. A

Target WIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
5dzz. 1. A

Target HVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLF
5dzz. 1. A

Target NDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQDLLAWVEENQRRVDSAEWGVDLP
5dzz. 1. A

Target SVEAQLGSHRGLHQSVEEFRAKTERARTDEGQLSPATRGAYRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKEL
5dzz. 1. A

Target MWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKETQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQ
5dzz. 1. A
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Target

LCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAK

ATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAV

ARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPE

DRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKA

QAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHE

EQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVEDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ

AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETIERHAEKVEECQ

RFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEER

LAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRS IQEELQQLRQSS

EAETQAKARQVEAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQR

KRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT

AQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAA

EREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQK

RQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRA

EAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADTEERLAQLRKASESELERQ

KGLVEDTLRQRRQVEEETLALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER

VQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTL

QQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARR

AQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEE

LFSVRVQMEELGKLKARIEAENRALILRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAE

KMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV

AEMSRAQARAEEDAQRFRKQAEETGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELL

QLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQOMQQEKQQLL

ASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNG

QDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLT
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************* VEDGLRKKVTAMQLYECQLIDKTTLDKLLKGKKSVEEVAS—ETQPFLRGAGSTAGASASP-KEKYS

TYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA
LVEAKRKKLISPESTVMLLEAQAATGGI IDPHRNEKLTVDSATARDLIDFDDRQQIYAAEKAITGFDDPFSGKTVSVSEA

MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERC
TKKNLIDRETGMRLLEAQIASGGVVDPVNSVFLPKDVALARGLIDRDLYRSLNDPRDSQKNFVDPVTKKKVSYVQLKERC

VEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQG——KTVTIWELINSEYFTAEQRRDLLRQFRTGK
RIEPHTGLLLLSV QKRSMS FQGIRQPVTVTELVDSGILRPSTVNEL-——————-

VTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGV
ESGQISYD EVGER IKDFLQGSSCIAGI

WLEEARQKLSIYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPY
YNETTKQKLGIYEAMKIGLVRPGTALELLEAQAATGFIVDPVSNLRLPVEEAYKRGLVGIEFKEKLLSAERAVTGYNDPE

SGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWEL
TGNIISLFQAMNKELIEKGHGIRLLEAQIATGGIIDPKESHRLPVDIAYKRGYFNEELSEILSDPSDDTKGFFDPNTEEN

ATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWELINSEYFTAEQRQE
LTYLQLKERCIKDEETGLCLLPLKE

LLRQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQT

LLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSA

EKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDT

KGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWE

VMQSDLIPEEQRAQLMADFQAGRVTKERMITTITETTEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREG

TRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVR

KGLVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYL

NKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQ

RLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVIDPIKGLKLTVEE

AVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGIIDPEESHRLPVDVAYQR

GLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETG

KEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLST

TEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQ

RLLEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLE

VQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQ

SSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA




Model #21 File Built with Oligo-State Ligands GMQE QMEANDisCo Global

¢==~_ PDB ProMod33.3.0 monomer (matching prediction) None 0.00 0.59 £ 0.05
Seq Oligo- Found . Seq i
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
homo- . 65 - ALPHA-
4d1e.1. A 2511 dimer 0.00 HHblits  X-ray 3.50A 0.33 738 0.15 ACTININ-2

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
4dle. 1. A LLLDPAWEKQQRKTFTAWCN

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPR-EKGRMRFHKLQNVQTALDYLRHRQVKLVNIRNDDIADGNPKL
4dle. 1. A SHLRKAGTQIENIEEDFRNGLKLMLLLEVISGERLPKPDRGKMRFHKIANVNKALDYTASKGVKLVSIGAEEIVDGNVKM

Target TLGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENATTHRHKPMLIDMNKVYR
4dle.1.A TLGMIWTIILRFAIQDISVE———-ETSAKEGLLLWCQRKTAPYRNVNIQNFHTSWKDGLGLCALIHRHRPDLIDYSKLNK

Target QTNLENLDQAFSVAERDLGVTRLLDPEDV-DVPQPDEKSTITYVSSLYDAMPRVPDVQDGVK———————— ANELQLRWQE
4dle. 1. A DDPIGNINLAMETAEKHLDIPKMLDAEDIVNTPKPDERAIMTYVSCFYHAFAGAEQAETAANRICKVLAVNQENERLMEE

Target YRELVLLLLQWIRAHTAAFEERRFPSSFEEIETLWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAG——QLKVPPG
4dle. 1. A YERLASELLEWIRRTIPWLENRTPAATMQAMQKKLEDFRDYRRKHKPPKVQEKCQLEINFNTLQTKLRISNRPAFMPSEG

Target YHPLDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDV————RLLAAGKAPQRAG
4dle. 1. A KMVSDIAGAWQRLEQAEKGYEEWLLNEIRRLERLEHLAEKFRQKASTHETWAYGKEQILLQKDYESASLTEVRALLRKHE

Target EVERDLDKADGMIRLLFNDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNL—-RLRGTPRHP————ELEDSTLRYL
4dle. 1. A AFESDLAAHQDRVEQIAATAQELNELDYHDAVNVNDRCQKICDQWDRLGTLTQKRREALERMEKLLETIDQLHLEFAKRA

Target QDLLAWVEENQRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKIERARTDEGQL—————— S——PATRGAYRDCLG
4dle. 1. A APFNNWMEGAMEDLQDMFIVHSIEEIQSLITAHEQFKATLPEADGERQSIMATIQNEVEKVIQSYNIRISSSNPYSTVTMD

Target RLDLQYAKLLNSSKARLRSLES——L-—-="- HGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRE
4dle. 1. A ELRTKWDKVKQLVPIRDQSLQEELARQHANERLRRQFAAQANAIGPWIQNKMEEIARSSIQ-ITGALEDQMNQLKQYEHN

Target LELKEKKIKETQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQET
4dle. 1. A TINYKNNIDKLEGDHQLIQEALVFDNKHTNYTMEHIRVGWELLLTTIARTINEVETQILTRDA

Target LHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHK
4dle. 1. A

Target GDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQ
4dle. 1. A

Target LIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQR
4dle. 1. A

Target CISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLR
4dle. 1. A

Target SELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQP
4dle. 1. A

Target VFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQ
4dle. 1. A

Target DARRRQEQIQAVPLADSQAVREQLRQEKALLEETIERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPK
4dle. 1. A

Target VQSGSESVIQEYVDLRTRYSELSTLTSQYIRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKA
4dle. 1. A

Target QAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEETRVVRLQLETT
4dle. 1. A
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Target

ERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQ

AEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAR

EEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGT

AQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEK

SKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENE

RLRRLAEDEAFQRRRLEEQAAQHKADIEERLAQLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAEL

ELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRL

RERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREA

AQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQV

EQELTALRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRAL ILRDKDNTQR

LLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQAR

RLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEE IGAKLHRTELAT

QEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQ

RERF IEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQE

QLLAEENRRLRERLEHLEEEHRAALAHSEETITAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILST

EELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNR

RLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPY

DVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFE

KATVSAPFGKFQGKTVTIWEL INSEYFTAEQRRDLLRQFRTGKVTVEKI IKIVITVIEEHEQKGQLCFQGLRALVPAAEL

LESGIIDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSTYEALKKELLQPEAAVALLEAQAGTGH

VIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDP

SKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYS

EVQAREAFQKATVEVPVGSFQGRAVT IWEL INSEYFTAEQRQELLRQFRTGKVTVEKI IKIVITIVEEVETTRRERLSFS

GLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAIL

LLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSGST ISLFQAMKKGLVVREHGIRLLE



4dle. 1. A

Target AQIATGGIIDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGP
4dle. 1. A

Target EKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLITPEEQRAQLMADFQAGRVTKERMITITIETT
4dle. 1. A

Target EKTETVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPI
4dle. 1. A

Target YQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQTISLFQAM
4dle. 1. A

Target KKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRR
4dle. 1. A

Target DETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSIAGVLVDATKER
4dle. 1. A

Target LSVYQAMKKGI TRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLF
4dle. 1. A

Target QAMKKGLILKDHGIRLLEAQTATGGI IDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLME
4dle. 1. A

Target RCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSS
4dle. 1. A

Target DGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQ
4dle. 1. A

Target LASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMV
4dle. 1. A

Target DRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLR
4dle. 1. A

Target DVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSF
4dle. 1. A

Target DATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA

4dle. 1. A
Model #23  File Built with Oligo-State Ligands GMQE QMEANDisCo Global
A .. PDB ProMod33.3.0 monomer (matching prediction) None 0.00 0.57 £ 0.05
Template Seq Oligo-state QSQE Found Method Resolution Seq Range Coverage Description
Identity by Similarity
1518 26.16 homo- 0o HHblits  2DX ; 0.33 64- 015 actinin
dimer 737

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTETKWVN
1sjj. 1.B DPAWEKQQRKTFTAWCN

Target KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPR-EKGRMRFHKLQNVQTALDYLRHRQVKLVNIRNDDIADGNPKL
1sjj. 1.B  SHLRKAGTQIENIEEDFRDGLKLMLLLEVISGERLAKPERGKMRVHKISNVNKALDFIASKGVKLVSIGAEETVDGNVKM

Target TLGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENATTHRHKPMLIDMNKVYR
1sjj. 1.B TLGMIWTIILRFAIQDISVE———-ETSAKEGLLLWYQRKTAPYKNVNIQNFHISWKDGLGFCALIHRHRPELIDYGKLRK

Target QTNLENLDQAFSVAERDLGVTRLLDPEDVD-VPQPDEKSIITYVSSLYDAMPRVPDVQDGV———————- KANELQLRWQE
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DDPLTNLNTAFDVAEKYLDIPKMLDAEDIVGTARPDEKAIMTYVSSFYHAFSGAQKAETAANRICKVLAVNQENEQLMED

YRELVLLLLQWIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAG———QLKVPPG
YEKLASDLLEWIRRTIPWLENRAPENTMQAMQQKLEDFRDYRRLHKPPKVQEKCQLE INFNTLQTKLRLSNRPAFMPSEG

YHPLDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDV————RLLAAGKAPQRAG
KMVSDINNAWGGLEQAEKGYEEWLLNEIRRLERLDHLAEKFRQKASTHESWTDGKEAMLQQKDYETATLSETKALLKKHE

EVERDLDKADGMIRLLFNDVQALKDGRHPQGEQMYRRVYRLHERLVATRTEYNL-——RLRGTPRHP———-ELEDSTLRYL
AFESDLAAHQDRVEQTAATAQELNELDYYDSPSVNARCQKICDQWDNLGALTQKRREALERTEKLLET IDQLYLEYAKRA

QDLLAWVEENQRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKIERARTDE——————- GQLS——PATRGAYRDCLG
APFNNWMEGAMEDLQDTFIVHTIEEIQGLTTAHEQFKATLPDADKERQATLGIHNEVSKIVQTYHVNMAGTNPYTTITPQ

RLDLQYAKLLNSSKARLRSLES———————— LH-GFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRE
EINGKWEHVRQLVPRRDQALMEEHARQQQNERLRKQFGAQANVIGPWIQTKMEETGRISTEMH-GTLEDQLNHLRQYEKS

LELKEKKIKEIQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQET
TVNYKPKIDQLEGDHQQIQEALIFDNKHTNYTMEHIRVGWEQLLTTIART INEVENQILTRD

LHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHK

GDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQ

LIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQR

CISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRITAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLR

SELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQP

VFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQ

DARRRQEQIQAVPLADSQAVREQLRQEKALLEETIERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPK

VQSGSESVIQEYVDLRTRYSELSTLTSQYIRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKA

QAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEEIRVVRLQLETT

ERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQ

AEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAR

EEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGT

AQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEK

SKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENE

RLRRLAEDEAFQRRRLEEQAAQHKAD IEERLAQLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAEL

ELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRL

RERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREA

AQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQV
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EQELTALRLKLEETDHQKS ILDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEELGKLKARITEAENRALTLRDKDNTQR

LLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQAR

RLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEE IGAKLHRTELAT

QEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQ

RERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQE

QLLAEENRRLRERLEHLEEEHRAALAHSEEITAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILST

EELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNR

RLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPV

DVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFE

KATVSAPFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVTVEKI IKIVITVIEEHEQKGQLCFQGLRALVPAAEL

LESGIIDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSTYEALKKELLQPEAAVALLEAQAGTGH

VIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDP

SKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYS

EVQAREAFQKATVEVPVGSFQGRAVTIWELINSEYFTAEQRQELLRQFRTGKVTVEKTIKIVITIVEEVETTRRERLSFS

GLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAT

LLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLE

AQIATGGIIDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGP

EKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLITPEEQRAQLMADFQAGRVTKERMITITIETT

EKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPI

YQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQTISLFQAM

KKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRR

DETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSIAGVLVDATKER

LSVYQAMKKGIIRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLF

QAMKKGLILKDHGIRLLEAQIATGGIIDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLME

RCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSS




Target DGVVKSMI IDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQ
1sjj. 1.B

Target LASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMV
1sjj. 1.B

Target DRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLR
1sjj. 1.B

Target DVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSF
1sjj. 1.B

Target DATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA

1sjj. 1.B
Model #03 File Built with Oligo-State Ligands GMQE QMEANDisCo Global
_,:,r“";
& PDB ProMod3 3.3.0 monomer None 0.00 0.55 £ 0.05
Seq Oligo- Found . Seq o
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
8iah.1.2  38.97 monomer 0.00 BLAST EM - 0.38 57 - 42  Spectrinbeta
526 chain
Excluded ligands
Ligand Name.Number Reason for Exclusion Description

ADP.1 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.2 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.3 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADPA4 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.5 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.6 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.7 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.8 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.9 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.10 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.11 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE
ADP.12 Binding site not conserved. ADENOSINE-5'-DIPHOSPHATE

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIR-TADERDRVQKKTFTKWV
8iah. 1.2 ERSRIKALADEREVVQKKTEFTKWV

Target NKHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPR-EKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPK
8iah. 1.2 NSHLARVSCRITDLYKDLRDGRMLIKLLEVLSGEMLPKPTKGKMRIHCLENVDKALQFLKEQRVHLENMGSHDIVDGNHR

Target LTLGLIWTIILHFQISDIQVSGQS——EDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLFNAT THRHKPMLIDMNK
8iah. 1.2 LVLGLIWTIILRFQIQDIVVQTQEGRETRSAKDALLLWCQMKTAGYPNVNVTNFTSSWKDGLAFNALTHKHRPDLIDFDK

Target VYRQTNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSTITYVSSLYDAMP———————— RVPDVQDGVKANELQL
8iah. 1.2 LKDSNARHNLEHAFDVAERQLGIIQLLDPEDVFTENPDEKSIITYVVAFYHYFSKMKVLAVEGKRVGKVIDHATETEKMI

Target RWQEYRELVLLLLQWIRAHTAAFEERRFPSSFEETETILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKV——
8iah. 1.2 ——EKYSGLASDLLTWIEQTITVLNSRKFANSLAGVQQQLQAFSTYRTVEKPPKFQEKGNLEVLLFTIQSRMRANNQKVYT

Target —PPGYHPLDVEKEWGKLHVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSD——-VRLLAAGKAPQ
8iah. 1.2 PHDGKLVSDINRAWESLEEAEYRRELALRSELIRQEKLEQLARRFDRKAAMRETWLNENQRLVAQDNFGYDLAAVEAAKK

Target RAGEVERDLDKADGMIRLLFNDVQALK-DGRHPQGEQMYRR——VYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLQ
8iah. 1.2 KHEAIETDTAAYEERVRALEDLARELELENYHDQKRITARKDNILRLWNYLQELLQSRRQRLETTLALQQL-—————= FQ
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DLLA———WVEENQRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKTERAR————— TDEGQLSPATRGAYRDCLGRL
DMLHSIDWMDEIKAHLLSAEFGKHLLEAEDLLQKHKLMEADTATQGDKVKATITAATLQFTEETGYQPCDPQVIRDRVSHL

DLQYAKLLNSSKARLRSLESLHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRELELKEKKIKEIQS
EQCFAELSNTAAGRKAQLE

TGDRLLREDHPARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQETLHRKYTCDRSITV

TRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKAIVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPF

HWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTL

KPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLE

ACETRTVHRLRLPLDKEPARECAQRTAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQV

RSLSATYLEKLKTISLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVEDALRDELRGAQ

EVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVP

LADSQAVREQLRQEKALLEETERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYV

DLRTRYSELSTLTSQYIRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRM

QEEVARREEVAVDAQQQKRSTQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEETIRVVRLQLETTERQRGGAEGELQA

LRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEA

ERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAREEAERELERWQLK

ANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGTAQQRLAAEQELTR

LRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRER

ELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQR

RRLEEQAAQHKADIEERLAQLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAELELELGRIRGNAED

TLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLQ

LAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERL

KQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEE

TDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRALTLRDKDNTQRLLQEEAEKMKQVA

EEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQL

AQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQ

RQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLE
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RLFQDEVAKAQKLREEQQRQQQQOMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRER

LEHLEEEHRAALAHSEEITAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTV

AELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVV

GPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEM

NRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQG

KTVTIWELINSEYFTAEQRRDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLERQ

LQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSTYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVD

EAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACA

RGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATV

EVPVGSFQGRAVT IWELINSEYFTAEQRQELLRQFRTGKVTVEKIIKIVITIVEEVETTRRERLSFSGLRAPVPASELLA

AGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLV

DPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGI IDPVH

SHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYT

EEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITITTETTEKTETVRQQNLAS

YDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPTYQALKKGLLSAEV

ARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQT ISLFQAMKKDLIPAEEALRL

LDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSE

ARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IR

PGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHG

IRLLEAQIATGGIIDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLL

PLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRS

GRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGP

VAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGF

EDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPK




Target TKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTESS
8iah. 1.2

Target SSYSSSGYGRRYASGPTSSLGGPESAAA

8iah. 1.2
Model #22  File Built with Oligo-State Ligands GMQE QMEANDisCo Global
%===. PDB ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.57 £ 0.05
Template Seq Oligo-state QSQE Found Method Resolution Seq Range Coverage Description
Identity by Similarity
1sj1.A  26.16 homo- 4 59 HHblits  2DX - 0.33 64 - 0.15 actinin
dimer 737

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
1sjj. 1. A DPAWEKQQRKTFTAWCN

Target KHLTKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPR-EKGRMRFHKLQNVQTALDYLRHRQVKLVNIRNDDIADGNPKL
1sjj. 1. A SHLRKAGTQIENIEEDFRDGLKLMLLLEVISGERLAKPERGKMRVHKISNVNKALDFIASKGVKLVSIGAEETVDGNVKM

Target TLGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENATTHRHKPMLIDMNKVYR
1sjj. 1. A TLGMIWTIILRFAIQDISVE-——-ETSAKEGLLLWYQRKTAPYKNVNIQNFHISWKDGLGFCALIHRHRPELIDYGKLRK

Target QTNLENLDQAFSVAERDLGVTRLLDPEDVD-VPQPDEKSIITYVSSLYDAMPRVPDVQDGV ———————- KANELQLRWQE
1sjj. 1. A DDPLTNLNTAFDVAEKYLDIPKMLDAEDIVGTARPDEKAIMTYVSSFYHAFSGAQKAETAANRICKVLAVNQENEQLMED

Target YRELVLLLLQWIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAG——QLKVPPG
1sjj. 1. A YEKLASDLLEWIRRTIPWLENRAPENTMQAMQQKLEDFRDYRRLHKPPKVQEKCQLEINFNTLQTKLRLSNRPAFMPSEG

Target YHPLDVEKEWGKLHVATLEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDV————RLLAAGKAPQRAG
1sjj. 1. A KMVSDINNAWGGLEQAEKGYEEWLLNETRRLERLDHLAEKFRQKASTHESWTDGKEAMLQQKDYETATLSETKALLKKHE

Target EVERDLDKADGMIRLLFNDVQALKDGRHPQGEQMYRRVYRLHERLVAIRTEYNL-—-RLRGTPRHP————ELEDSTLRYL
1sjj. 1. A AFESDLAAHQDRVEQIAATAQELNELDYYDSPSVNARCQKICDQWDNLGALTQKRREALERTEKLLETIDQLYLEYAKRA

Target QDLLAWVEENQRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKIERARTDE—————— GQLS———PATRGAYRDCLG
Isjj. 1.A APFNNWMEGAMEDLQDTFIVHTIEEIQGLTTAHEQFKATLPDADKERQAILGIHNEVSKIVQTYHVNMAGTNPYTTITPQ

Target RLDLQYAKLLNSSKARLRSLES————————— LH-GFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAYSALMRE
Isjj. 1. A EINGKWEHVRQLVPRRDQALMEEHARQQQNERLRKQFGAQANVIGPWIQTKMEEIGRISIEMH-GTLEDQLNHLRQYEKS

Target LELKEKKIKETQSTGDRLLREDHPARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLQET
1sjj. 1. A TVNYKPKIDQLEGDHQQIQEALIFDNKHTNYTMEHIRVGWEQLLTTIARTINEVENQILTRD

Target LHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKATVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHK
1sjj. 1. A

Target GDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALVTLWHQLHTDMKSLLAWQSLSRDVQ
1sjj. 1. A

Target LIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGSCSRHYQQLLQSLEQGEQEESRCQR
1sjj. 1.A

Target CISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRTAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLR
1sjj. 1. A

Target SELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQP
1sjj. 1.A

Target VFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQ
1sjj. 1. A



file:///C:/Users/%E7%8E%8B%E7%8F%82/Desktop/PLEC/Supplementary%20File/Supplementary%20material%20S2%20swissmodel-PLEC-CDS/model/22/22.png
file:///C:/Users/%E7%8E%8B%E7%8F%82/Desktop/PLEC/Supplementary%20File/Supplementary%20material%20S2%20swissmodel-PLEC-CDS/model/22/22.png
file:///C:/Users/%E7%8E%8B%E7%8F%82/Desktop/PLEC/Supplementary%20File/Supplementary%20material%20S2%20swissmodel-PLEC-CDS/model/22/model.pdb
file:///C:/Users/%E7%8E%8B%E7%8F%82/Desktop/PLEC/Supplementary%20File/Supplementary%20material%20S2%20swissmodel-PLEC-CDS/model/22/templates/1sjj.1.A.pdb.gz

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. L.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

Target
1sjj. 1.

DARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQRFAKQY INATKDYELQLVTYKAQLEPVASPAKKPK

VQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKA

QAEREAQELQRRMQEEVARREEVAVDAQQQKRSIQEELQQLRQSSEAETQAKARQVEAAERSRLRIEEEIRVVRLQLETT

ERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLQ

AEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEHVTVVQLREEATRREQQQAEAERAR

EEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQRELAEQELERQRQLAEGT

AQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKVRAEMEVLLASKARAEEESRSSSEK

SKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLAATSEATRLKTEAETALKEKEAENE

RLRRLAEDEAFQRRRLEEQAAQHKAD IEERLAQLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAEL

ELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEAARQRKAALEEVERLKAKVEEARRL

RERAEHESVRQLQLAQEAAQKRLQAEEKAHAFAVQQKEQELQQTLQQEQSVLEKLRSEAEAARRAAEEAEEARERAEREA

AQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQV

EQELTALRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEELGKLKARTEAENRALTLRDKDNTQR

LLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQKELAQEQAR

RLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAEEDAQRFRKQAEETGAKLHRTELAT

QEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQALQQSFLSEKDSLLQ

RERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQE

QLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLQEAGILST

EELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNR

RLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDL IVREHGIRLLEAQIATGGVIDPVHSHRVPV

DVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKGGELVYTDSEARDVFE

KATVSAPFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVTVEKI IKIVITVIEEHEQKGQLCFQGLRALVPAAEL

LESGIIDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSIYEALKKELLQPEAAVALLEAQAGTGH

VIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDP

SKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPDPLTGLSLLPLSEEAARARQQELYS




Target EVQAREAFQKATVEVPVGSFQGRAVTIWELINSEYFTAEQRQELLRQFRTGKVTVEKI IKIVITIVEEVETTRRERLSES
1sjj. 1. A

Target GLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAT
1sjj. 1. A

Target LLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLE
1sjj. 1. A

Target AQIATGGIIDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGP
1sjj. 1. A

Target EKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLIPEEQRAQLMADFQAGRVTKERMITITIETT
1sjj. 1.A

Target EKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGCVAGVYLPGSRQTLPI
1sjj. 1. A

Target YQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQTISLFQAM
1sjj. 1. A

Target KKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRR
1sjj. 1. A

Target DETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLQKFLEGTSSTAGVLVDATKER
1sjj. 1. A

Target LSVYQAMKKGIIRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLF
1sjj. 1.A

Target QAMKKGLILKDHGIRLLEAQIATGGIIDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGFFDPNTEENLTYLQLME
1sjj. 1. A

Target RCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSS
1sjj. 1.A

Target DGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQ
1sjj. 1. A

Target LASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI IDPNTGERFPVTDAVNKGLVDKIMV
1sjj. 1.A

Target DRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLR
1sjj. 1. A

Target DVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRSGSRTGSRAGSRRGSF
1sjj. 1.A

Target DATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA

1sjj. 1.A

Model #07  File Built with Oligo-State Ligands GMQE QMEANDisCo Global

PDB  ProMod3 3.3.0 monomer (matching prediction) None 0.00 0.47 £0.05
&\’
Seq Oligo- Found . Seq e

Template Identity state QSQE by Method Resolution Similarity Range Coverage Description

1518 12.54 homo- 445 HHplits  2DX - 0.27 187- 913 actinin

dimer 806

The template contained no ligands.

Target MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRTADERDRVQKKTFTKWVN
1sjj. 1.B
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KHLIKAQRHISDLYEDLRDGHNLISLLEVLSGDSLPREKGRMRFHKLQNVQIALDYLRHRQVKLVNIRNDDIADGNPKLT

LGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVEGYQGLRCDNFTSSWRDGRLENAT THRHKPMLIDMN-—KVY
QRKTFTAWCNSHLRKA-GTQIENIEEDFRDGLKLMLLLEVISGERLAKPERGKM

RQTNLENLDQAFSVAERDLGVT-RLLDPEDVDVPQPDEKSTITYVSSLYDAMPRVPDVQDGVKANELQLRWQEYRELVLL
RVHKISNVNKALDFIA-SKGVKLVSIGAEETVDGNV——KMTLGMIWT I ILRFAIQDISVE-———————-—— ETSAKEG

LLQWIRAHTAAFE———ERRFPSSFEEIEILWCQFLKFKETELP———-AKEADKNRSKGIYQSLEGAVQAGQLKVPPGY——
LLLWYQRKTAPYKNVNIQNFHISWKDGLGFCALIHRHRPELIDYGKLRKDDPLTNLNTAFDVAEKYLDIPKMLDAEDIVG

——————————— HPLDVEKEWGKLHVAILEREKQLRSEFERLERLQRIVSKLQMEAGLCEEQLNQADALLQSDVRL———LA
TARPDEKAIMTYVSSFYHAFSGAQKAETAA-NRICKVLAVNQENEQLMEDYEKLASDLLEWIRRT IPWLENRAPENTMQA

AGKAPQRAGEVERDLDKADG———-MIRLLFNDV-QALKD-GRHPQGEQMYRRVYRLHERLVAIRT——EYNLRLRGTPRH
MQQKLEDFRDYRRLHKPPKVQEKCQLEINFNTLQTKLRLSNRPAFMPSEGKMVSDINNAWGGLEQAEKGYEEWLLNEIRR

P————ELEDSTLRYLQDLLAWVEENQRRVDSAEWGV-DLPSVEAQLGSHRGLHQSVEEFRAKTIERARTDEGQLS—-PAT
LERLDHLAEKFRQKASTHESWTDGKEAMLQQKDYETATLSETKALLKKHEAFESDLAAHQDRVEQIAATAQELNELDYYD

RGAYRDCLGRLDLQYAKLLNSSKARLRSLES——=———— LHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKK
SPSVNARCQKICDQWDNLGALTQKRREALERTEKLLET IDQLYLEYAKRAAPFNNWMEGAMEDLQDTFIVHTIEEIQGLT

EAYSALMRELELKEKKIKEI——-QSTGDRLLREDH-———PARPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAY———-
TAHEQFKATLPDADKERQATLGITHNEVSKIVQTYHVNMAGTNPYTTITPQEINGKWEHVRQLVPRRDQALMEEHARQQQN

———FQFFSDVREAEEQLRKLQETLHRKYTCDRSITVTRLEDLLQDAQDEKDQLNEYRGHLSGLAKRAKATVQLTPRNPT
ERLRKQFGAQANVIGPWIQTKMEEIGRISI————EMHGTLEDQLNHLRQYEKSIVNYKPKIDQLEGDHQQIQEAL———-

QPTRGRVPLLAVCDYKQVEATVHKGDECQMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHQALV

TLWHQLHTDMKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLQAEREYGS

CSRHYQQLLQSLEQGEQEESRCQRCISELKDIRLQLEACETRTVHRLRLPLDKEPARECAQRIAEQQKAQAEVEGLGKGY

ARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSATYLEKLKTISLVIRSTQGAEEALRAHEEQLKEAQAVPA

ALPELEATKAAMKKLRAQAEAQQPVFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQAVLAQTDVRQR

ELEQLGRQLRYYRESADPLGAWLQDARRRQEQIQAVPLADSQAVREQLRQEKALLEETERHAEKVEECQRFAKQY INATK

DYELQLVTYKAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQY IRFISETLRRMEEEERLAEQQRAEERE

RLAEVEAALEKQRQLAEAHAQAKAQAEREAQELQRRMQEEVARREEVAVDAQQQKRS IQEELQQLRQSSEAETQAKARQV

EAAERSRLRIEEEIRVVRLQLETTERQRGGAEGELQALRARAEEAEAQKRQAQEEAERLRRQVQEETQRKRQAEAELGLR

VKAEAEAAREKQRALQALEELRLQAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKTAQLERTLEEEH

VTVVQLREEATRREQQQAEAERAREEAERELERWQLKANEALRLRLQAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAE

EQAVRQRELAEQELERQRQLAEGTAQQRLAAEQEL IRLRAETEQGEQQRQLLEEELARLQSEAAAATQKRQELEAELAKV

RAEMEVLLASKARAEEESRSSSEKSKQRLEAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLA

ATSEATRLKTEAETALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKADIEERLAQLRKASESELERQKGLVEDTLRQR

RQVEEEILALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEERVQKSLAAEEEA
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SEAEAARRAAEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQK

QAADAEMEKHKKFAEQTLRQKAQVEQELTALRLKLEETDHQKSTLDQELQRLKAEVTEAARQRSQVEEELFSVRVQMEEL

GKLKARIEAENRALTLRDKDNTQRLLQEEAEKMKQVAEEAARLSVAAQEAARLRQLAEEDLAQQRALAEKMLKEKMQAVQ

EATRLKAEAELLQQQKELAQEQARRLQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRVAEMSRAQARAE

EDAQRFRKQAEETIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQ

QEQLLQETQALQQSFLSEKDSLLQRERFIEEEKAKLERLFQDEVAKAQKLREEQQRQQQQMQQEKQQLLASMEEARRRQH

EAEEGVRRKQEELQLLEQQRQQQEQLLAEENRRLRERLEHLEEEHRAALAHSEETTAAQAAATRALPNGQDAADGPAAEP

EHAFEGLRQKVPAQQLQEAGILSTEELQRLAQGHTTVAELTQREDVRRYLQGHSSTAGLLLKPANEKLTIYAALRRQLLS

PGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQAMKKDLIVREHG

IRLLEAQIATGGVIDPVHSHRVPYDVAYHRGYFDEEMNRVLQDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLL

PLTDQAAKGGELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWEL INSEYFTAEQRRDLLRQFRTGKVTVEKIIKIVITV

TEEHEQKGQLCFQGLRALVPAAELLESGI IDWDLFRQLQLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSIYE

ALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPELHEKLLSAEKAVTGYKDPYSGQSVSLFQALKK

GLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELATYSQLQQQCRPD

PLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVT IWELINSEYFTAEQRQELLRQFRTGKVTVE

KITKIVITIVEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLQTLLQGSGCLAGIYL

EESKEKVTIYEAMRRGLLRPSTATLLLEAQAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSG

STISLFQAMKKGLVVREHGIRLLEAQIATGGIIDPVHSHRVPVDVACQRGYFDEEMNRVLEDPSDDTKGFFDPNTHENLT

YRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVMQSDLIPEEQRA

QLMADFQAGRVTKERMITITIETTEKTEIVRQQNLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESA

WRYLYGTGCVAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLL

SAERAVTGYRDPYTEQTISLFQAMKKDLIPAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSE

VRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQITVEELVRSHVMDEATAQRLQEGLTSIEEVS




Target KNLQKFLEGTSSTAGVLVDATKERLSVYQAMKKGI IRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAVRMGIVGPEFKD
1sjj. 1.B

Target KLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGI IDPEESHRLPVDVAYQRGLFDEEMNEILTD
1sjj. 1.B

Target PSDDTKGFFDPNTEENLTYLQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGL
1sjj. 1.B

Target IDHQTYLELSEQECEWEEITISSSDGVVKSMIIDRRSGRQYDIDEATAKSLIDRSALDQYRAGTLSITEFADMLSGNAGG
1sjj. 1.B

Target FRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEKVSITEAMHRNLVDNITGQRLLEAQACTGGI I
1sjj. 1.B

Target DPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQYLTGGLIEPDT
1sjj. 1.B

Target PGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSG
1sjj. 1.B

Target SGSTTGSRSGSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA
1sjj. 1.B

Materials and Methods
Template Search

Template search with has been performed against the SWISS-MODEL template library (SMTL, last update: 2023-11-08, last
included PDB release: 2023-11-03).

Template Selection

For each identified template, the template's quality has been predicted from features of the target-template alignment. The
templates with the highest quality have then been selected for model building.

Model Building

Models are built based on the target-template alignment using ProMod3 (Studer et al.). Coordinates which are conserved
between the target and the template are copied from the template to the model. Insertions and deletions are remodelled using
a fragment library. Side chains are then rebuilt. Finally, the geometry of the resulting model is regularized by using a force
field.

Model Quality Estimation
The global and per-residue model quality has been assessed using the QMEAN scoring function (Studer et al.).
Ligand Modelling

Ligands present in the template structure are transferred by homology to the model when the following criteria are met: (a)
The ligands are annotated as biologically relevant in the template library, (b) the ligand is in contact with the model, (c) the
ligand is not clashing with the protein, (d) the residues in contact with the ligand are conserved between the target and the
template. If any of these four criteria is not satisfied, a certain ligand will not be included in the model. The model summary
includes information on why and which ligand has not been included.

Oligomeric State Conservation

The quaternary structure annotation of the template is used to model the target sequence in its oligomeric form. The method
(Bertoni et al.) is based on a supervised machine learning algorithm, Support Vector Machines (SVM), which combines
interface conservation, structural clustering, and other template features to provide a quaternary structure quality estimate
(QSQE). The QSQE score is a number between 0 and 1, reflecting the expected accuracy of the interchain contacts for a
model built based a given alignment and template. Higher numbers indicate higher reliability. This complements the GMQE
score which estimates the accuracy of the tertiary structure of the resulting model.
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Table T1:

Primary amino acid sequence for which templates were searched and models were built.

MSGEDQEVRAVVEDGSNGGSGSPSPGDTLPWNLEKTQRSRRGGGGPGGNGSVLDPAERAVIRIADERDRVOKKTFTKWVNKHLIKAQRHISDLYEDLRDG
HNLISLLEVLSGDSLPREKGRMRFHKLONVQIALDYLRHRQVKLVNIRNDDIADGNPKLTLGLIWTIILHFQISDIQVSGQSEDMTAKEKLLLWSQRMVE
GYQGLRCDNFTSSWRDGRLENAIITHRHKPMLIDMNKVYRQTNLENLDQAFSVAERDLGVTRLLDPEDVDVPQPDEKSIITYVSSLYDAMPRVPDVQDGVK
ANELQLRWQEYRELVLLLLOQWIRAHTAAFEERRFPSSFEEIEILWCQFLKFKETELPAKEADKNRSKGIYQSLEGAVQAGQLKVPPGYHPLDVEKEWGKL
HVAILEREKQLRSEFERLERLQRIVSKLOMEAGLCEEQLNQADALLQSDVRLLAAGKAPQRAGEVERDLDKADGMIRLLENDVQALKDGRHPQGEQMYRR
VYRLHERLVAIRTEYNLRLRGTPRHPELEDSTLRYLODLLAWVEENQRRVDSAEWGVDLPSVEAQLGSHRGLHQSVEEFRAKIERARTDEGQLSPATRGA
YRDCLGRLDLQYAKLLNSSKARLRSLESLHGFVAAATKELMWLSEKEEEEVGFDWSERNSNMAAKKEAY SALMRELELKEKKIKEIQSTGDRLLREDHPA
RPTVESFQAALQTQWSWMLQLCCCIEAHLKENTAYFQFFSDVREAEEQLRKLOQETLHRKYTCDRSITVTRLEDLLODAQDEKDQLNEYRGHLSGLAKRAK
ATIVQLTPRNPTQPTRGRVPLLAVCDYKQVEATVHKGDECQOMLGPAQPFHWKVLSSSGSEAAVPSVCFLVPPPNQEALEAVARLEAQHOQALVTLWHQLHTD
MKSLLAWQSLSRDVQLIRSWSLVTFRTLKPEEQRQALRSLELHYQAFLRDSQDAGGFGPEDRLOQAEREYGSCSRHYQQLLOSLEQGEQEESRCQRCISEL
KDIRLQLEACETRTVHRLRLPLDKEPARECAQRIAEQQKAQAEVEGLGKGVARLSAEAEKVLALPEPSPAAPTLRSELELTLGKLEQVRSLSAIYLEKLK
TISLVIRSTQGAEEALRAHEEQLKEAQAVPAALPELEATKAAMKKLRAQAEAQQPVEFDALRDELRGAQEVGERLQQRHGERDVEVERWRERVTQLLERWQ
AVLAQTDVRQRELEQLGRQLRYYRESADPLGAWLQODARRRQEQIQAVPLADSQAVREQLRQEKALLEEIERHAEKVEECQRFAKQYINAIKDYELQLVTY
KAQLEPVASPAKKPKVQSGSESVIQEYVDLRTRYSELSTLTSQYIRFISETLRRMEEEERLAEQQRAEERERLAEVEAALEKQRQLAEAHAQAKAQAERE
AQELOQRRMQOEEVARREEVAVDAQQQOKRSIQEELQQLROSSEAEIQAKARQVEAAERSRLRIEEEIRVVRLOLETTERQRGGAEGELQALRARAEEAEAQK
RQAQEEAERLRRQVQEETQRKRQAEAELGLRVKAEAEAAREKQRALQALEELRLOAEEAERRLRQAEAERARQVQVALETAQRSAQAELQSKHASFAEKT
AQLERTLEEEHVTVVQLREEATRREQQOQAEAERAREEAERELERWQLKANEALRLRLOAEEVAQQKSLAQAEAEKQKEAAEREARRRGKAEEQAVRQREL
AEQELERQRQLAEGTAQQRLAAEQELIRLRAETEQGEQQRQLLEEELARLQSEAAAATQKROQELEAELAKVRAEMEVLLASKARAEEESRSSSEKSKQRL
EAEAGRFRELAEEAARLRALAEEAKRQRQLAEEDAARQRAEAERVLSEKLAAISEATRLKTEAEIALKEKEAENERLRRLAEDEAFQRRRLEEQAAQHKA
DIEERLAQLRKASESELERQKGLVEDTLRQRRQVEEEILALKASFEKAAAGKAELELELGRIRGNAEDTLRSKEQAEQEAARQRQLAAEEERRRREAEER
VOKSLAAEEEAARQRKAALEEVERLKAKVEEARRLRERAEHESVRQLOLAQEAAQKRLOAEEKAHAFAVQQOKEQELQQTLOQEQSVLEKLRSEAEAARRA
AEEAEEARERAEREAAQSRQRVEEAERLKQAAEEQAQAQAQAQAAAEKLRKEAEQEAARRAQAEQAALRQKQAADAEMEKHKKFAEQTLRQKAQVEQELT
ALRLKLEETDHQKSILDQELQRLKAEVTEAARQRSQVEEELFSVRVOMEELGKLKARIEAENRALILRDKDNTQRLLOQEEAEKMKQVAEEAARLSVAAQE
AARLRQLAEEDLAQQRALAEKMLKEKMQAVQEATRLKAEAELLQQQOKELAQEQARRLOQEDKEQMAQQLAQETQGFQRTLETERQRQLEMSAEAERLRLRV
AEMSRAQARAEEDAQRFRKQAEEIGAKLHRTELATQEKVTLVQTLETQRQQSDRDADRLREATAELEREKDKLKKEAELLQLKSEEMQTVQQEQLLQETQ
ALQOSFLSEKDSLLOQRERFIEEEKAKLERLFQDEVAKAQKLREEQQORQQQOMQQEKQQOLLASMEEARRRQHEAEEGVRRKQEELQLLEQQRQQQEQLLAE
ENRRLRERLEHLEEEHRAALAHSEEITAAQAAATRALPNGQDAADGPAAEPEHAFEGLRQKVPAQQLOEAGILSTEELQRLAQGHTTVAELTQREDVRRY
LOGHSSIAGLLLKPANEKLTIYAALRRQLLSPGTALILLEAQAASGFLLDPVRNRRLTVTEAVKEGVVGPELHHKLLSAERAVTGYKDPYTGEKISLFQA
MKKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYHRGYFDEEMNRVLODPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLRLLPLTDQAAKG
GELVYTDSEARDVFEKATVSAPFGKFQGKTVTIWELINSEYFTAEQRRDLLRQFRTGKVTVEKIIKIVITVIEEHEQKGQLCFQGLRALVPAAELLESGI
IDWDLFRQLOLGERSVQEVAEVEGVRRALRGSGVIAGVWLEEARQKLSIYEALKKELLQPEAAVALLEAQAGTGHVIDPATSARLTVDEAVRAGLVGPEL
HEKLLSAEKAVTGYKDPYSGQSVSLFQALKKGLIPREQGLRLLDAQLSTGGTVDPSKSHRLPLDVACARGYLDEETSTALSAPRDDAKTYYDPRTWELAT
YSQLOQQCRPDPLTGLSLLPLSEEAARARQQELYSEVQAREAFQKATVEVPVGSFQGRAVTIWELINSEYFTAEQRQELLRQFRTGKVTVEKIIKIVITI
VEEVETTRRERLSFSGLRAPVPASELLAAGILSSSQFEQLKDGKTSVKDLSELSSLOTLLOGSGCLAGIYLEESKEKVTIYEAMRRGLLRPSTAILLLEA
QAATGFLVDPVRNQRLYVHEAVKAGVVGPELHEKLLSAEKAVTGYKDPYSGSTISLFQAMKKGLVVREHGIRLLEAQIATGGIIDPVHSHRVPVDVACQR
GYFDEEMNRVLEDPSDDTKGFFDPNTHENLTYRQLLERCVEDPETGLRLLPLKGPEKAEVVETTRVYTEEETRRAFEETQIDIPGGGSHGGSTMSLWEVM
QSDLIPEEQRAQLMADFQAGRVTKERMIIIIIEITEKTEIVRQONLASYDYVRRRLTAEDLYEARVISRESYSLLREGTRSLREVLEAESAWRYLYGTGC
VAGVYLPGSRQTLPIYQALKKGLLSAEVARLLLEAQAATGFLLDPVKGERLTVDEAVRKGLVGPELHDRLLSAERAVTGYRDPYTEQTISLFQAMKKDLT
PAEEALRLLDAQLATGGIVDPRLGFHLPLEVAYQRGYLNKDTHDQLSEPSEVRSYVDPSTDERLSYTQLLRRCRRDETSGLFLLPLSEARKLTFRGLRKQ
ITVEELVRSHVMDEATAQRLQEGLTSIEEVSKNLOQKFLEGTSSIAGVLVDATKERLSVYQAMKKGIIRPGTAFELLEAQAATGYVIDPIKGLKLTVEEAV
RMGIVGPEFKDKLLSAERAVTGYKDPYSGKLISLFQAMKKGLILKDHGIRLLEAQIATGGIIDPEESHRLPVDVAYQRGLFDEEMNEILTDPSDDTKGEF
DPNTEENLTYLOQLMERCVTDPQTGLRLLPLKEKKRERKTSSKSSVRKRRVVIVDPETGKEMSVYEAYRKGLIDHQTYLELSEQECEWEEITISSSDGVVK
SMIIDRRSGRQYDIDEAIAKSLIDRSALDQYRAGTLSITEFADMLSGNAGGFRSRSSSVGSSSSYPISPAVSRTQLASWSDPTEETGPVAGILDTETLEK
VSITEAMHRNLVDNITGQRLLEAQACTGGIIDPNTGERFPVTDAVNKGLVDKIMVDRINLAQKAFCGFEDPRTKTKMSAAQALKKGWLYYEAGQRFLEVQ
YLTGGLIEPDTPGRVPLDEALQRGTVDARTAQKLRDVSAYSKYLTCPKTKLKISYKDALDRSMVEEGTGLRLLEAAAQSSKGYYSPYSVSGSGSTTGSRS
GSRTGSRAGSRRGSFDATGSGFSMTFSSSSYSSSGYGRRYASGPTSSLGGPESAAA

Table T2:
Seq Oligo- Found . Seq N
Template ldentity  state QSQE by Method Resolution Similarity Coverage Description
HOFOF3.1.A 9423 monomer -  ArDB Alphafold 0.59 0.26 Plectin isoform 1c
search v2
5dzz.1.A 4512 monomer - BLAST X-ray 2.60A 0.40 0.10 Desmoplakin
8iah.1.2 38.97 monomer - BLAST EM NA 0.38 0.12 Spectrin beta chain
8iah.1.3 38.97 monomer - BLAST EM NA 0.38 0.12 Spectrin beta chain
5dzz.1.A 5412 monomer - HHblits X-ray 2.60A 0.45 0.1 Desmoplakin
5dzz.1.A 51.14 monomer - HHblits X-ray 2.60A 0.45 0.1 Desmoplakin
1sj.1.A 1254 Z‘.’mo' - HHblits  2DX NA 0.27 0.13 actinin
imer
1j1.B 1254  MOMO- . Lihiis 2DX NA 0.27 0.13 actinin
dimer
5dzz.1.A 51.48 monomer - BLAST X-ray 2.60A 0.45 0.10 Desmoplakin
5dzz.1.A 4712 monomer - HHblits X-ray 2.60A 0.42 0.1 Desmoplakin
5dzz.1.A 48.75 monomer - BLAST X-ray 2.60A 0.43 0.1 Desmoplakin
5dzz.1.A 38.07 monomer - HHblits X-ray 2.60A 0.38 0.1 Desmoplakin

5j1i.1.A 96.47 monomer - HHblits X-ray 2.80A 0.59 0.08 Plectin
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Template

8iah.1.1
511i.1.A

4z69.1.A

6s17.1.A

3f7p.1.A
7ank.1.A

1hci.1.A
7a8u.1.A
7a8t.1.A
6s12.1.A
6s13.1.A

4d1e.1.A

3pe0.1.A
8iah.1.Z
8iah.1.Y
8iah.1.X
8iah.1.W
8iah.1.Z
8iah.1.0
8iah.1.1
8iah.1.2
8iah.1.3
8iah.1.Y
8iah.1.X
8iah.1.W
8iah.1.0
8iah.1.0
8iah.1.1
8iah.1.2
8iah.1.3

4d1e.1A
1sji.1.A

1sjj.1.B

8iah.1.Y
8iah.1.X
8iah.1.W
8iah.1.Z

Seq

Identity

38.97
96.37

66.86

27.80

96.93
12.69

14.35

14.35

14.35

29.82

29.82

12.65

88.53
15.20
23.78
23.78
23.78
23.78
23.78
23.78
23.78
23.78
15.20
15.20
15.20
38.97
15.20
15.20
15.20
15.20

2511

26.16

26.16

38.97
38.97
38.97
38.97

Oligo-

state QSQE
monomer -

monomer -
monomer -

homo-
dimer

monomer -
monomer -

homo-
dimer

homo-
dimer

homo-
dimer

homo-
dimer

homo-
dimer

homo-
dimer

monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -
monomer -

homo-
dimer

homo-
dimer

homo-
dimer

monomer -
monomer -
monomer -
monomer -

Found
by
BLAST
BLAST

HHblits

HHblits

HHblits
HHblits

HHblits
HHblits
HHblits
HHblits
HHblits

HHblits

HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
HHblits
BLAST
HHblits
HHblits
HHblits
HHblits

HHblits
HHblits

HHblits

BLAST
BLAST
BLAST
BLAST

Method Resolution

EM
X-ray

X-ray

X-ray

X-ray
X-ray

X-ray
X-ray
X-ray
X-ray
X-ray

X-ray

X-ray
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM
EM

X-ray
2DX

2DX

EM
EM
EM
EM

NA
2.80A

2.65A

3.30A

2.75A
3.20A

2.80A
3.80A
2.69A
3.10A
3.10A

3.50A

2.95A
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA

3.50A
NA

NA

NA
NA
NA
NA

Seq

Similarity

0.38
0.59

0.51

0.35

0.60
0.27

0.28

0.28

0.28

0.36

0.36

0.26

0.58
0.28
0.32
0.32
0.32
0.32
0.32
0.32
0.32
0.32
0.28
0.28
0.28
0.38
0.28
0.28
0.28
0.28

0.33

0.33

0.33

0.38
0.38
0.38
0.38

Coverage

0.12
0.08

0.08

0.09

0.06
0.10

0.09

0.09

0.09

0.08

0.08

0.09

0.06
0.22
0.25
0.25
0.25
0.25
0.25
0.25
0.25
0.25
0.22
0.22
0.22
0.12
0.22
0.22
0.22
0.22

0.15

0.15

0.15

0.12
0.12
0.12
0.12

Description

Spectrin beta chain
Plectin

Microtubule-actin cross-
linking factor 1, isoforms

1/2/3/5
Calponin homology

domain protein putative

Plectin-1
Alpha-actinin-2

ALPHA-ACTININ 2
Alpha-actinin-2

Alpha-actinin-2

Calponin homology

domain protein putative

Calponin homology

domain protein putative

ALPHA-ACTININ-2

Plectin
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain

ALPHA-ACTININ-2
actinin

actinin

Spectrin beta chain
Spectrin beta chain
Spectrin beta chain
Spectrin beta chain

The table above shows the top 50 filtered templates. A further 1,277 templates were found which were considered to be less
suitable for modelling than the filtered list.
1aa2.1.A, 13j3.1.A, 1aoa.1.A, 1aww.1.A, 1awx.1.A, 1b07.1.A, 1bhd.1.A, 1bhd.2.A, 1bkr.1.A, 1¢c1g.1.A, 1c1g.1.B, 1c1g.2.A,
1¢1g.2.B, 1csk.1.A, 1csk.2.A, 1cun.1.A, 1cun.1.B, 1d7m.1.A, 1d7m.1.B, 1dxx.1.A, 1fmk.1.A, 1g83.1.A, 1g83.2.A, 1g8x.1.A,
1g8x.1.B, 1gl5.1.A, 1gri.1.A, 1gri.1.B, 1h67.1.A, 1hci.1.A, 1k9a.1.A, 1k9a.2.A, 1k9a.3.A, 1k9a.5.A, 1k9a.6.A, 1ksw.1.A,
1lck.1.A, 1Im5.1.A, 1Im5.1.B, 1Im7.1.A, 1m3a.1.A, 1m3b.1.A, 1mb8.1.A, 1mv3.1.A, 1ng2.1.A, 1opk.1.A, 1opl.1.A, Towa.1.A,
1p2x.1.A, 1p5s.1.A, 1pa7.1.A, 1pxy.1.A, 1pxy.2.A, 1gag.1.A, 1gag.2.A, 1qcf.1.A, 1qly.1.A, 1quu.1.A, 1rt8.1.A, 1s1n.1.A,
1s35.1.A, 1sh5.1.A, 1sh5.1.B, 1sh6.1.A, 1sjj.1.A, 1sjj.1.B, 1tjt.1.A, 1u4q.1.A, 1u4q.2.A, 1u5p.1.A, 1uec.1.A, 1ueg.1.A,
1ujo.1.A, 1v5k.1.A, 1vka.1.A, 1wfw.1.A, 1wjo.1.A, 1wku.1.A, 1wix.1.A, 1wxt.1.A, Twyl.1.A, 1wym.1.A, 1wyn.1.A, 1wyo.1.A,
Twyp.1.A, 1wyq.1.A, 1wyr.1.A, 1x6g.1.A, 1x79.1.B, 1x79.1.C, 1y57.1.A, 1ywo.1.A, 1ywp.1.A, 2abl.1.A, 2b9c.1.A, 2b9c.1.B,



2c0i.1.A, 2c00.1.A, 2c00.2.A, 2c0t.2.A, 2d3e.1.A, 2d3e.1.B, 2d85.1.A, 2d86.1.A, 2d87.1.A, 2d88.1.A, 2d89.1.A, 2dfs.1.A,
2dfs.1.H, 2dk9.1.A, 2dx1.1.A, 2dyb.1.A, 2dyb.2.A, 2e7s.1.A, 2e7s.1.B, 2e7s.10.A, 2e7s.10.B, 2e7s.2.A, 2e7s.2.B, 2e7s.3.A,
2e7s.3.B, 2e7s.4.A, 2e7s.4.B, 2e7s.5.A, 2e7s.5.B, 2e7s.6.A, 2e7s.6.B, 2e7s.7.A, 2e7s.7.B, 2e7s.8.A, 2e7s.8.B, 2e7s.9.A,
2e7s.9.B, 2e9k.1.A, 2ee7.1.A, 2efr.1.A, 2efr.1.B, 2efs.1.A, 2efs.1.B, 2egc.1.A, 2ege.1.A, 2elb.1.A, 2epd.1.A, 2eqb.1.B,
2eqb.1.C, 2eyi.1.A, 2eyn.1.A, 2eyw.1.A, 2eyz.1.A, 2fo0.1.A, 2fxm.1.A, 2fxm.1.B, 2fxo.1.A, 2fx0.1.B, 2fx0.2.A, 2fx0.2.B,
2h8h.1.A, 2i1j.1.A, 2i1k.1.A, 2iak.1.A, 2j6k.1.A, 2j7i.1.A, 2jv9.1.A, 2k2r.1.A, 2k3s.1.A, 2k79.1.A, 2k7a.1.A, 2kr3.1.A, 2kym.1.A,
213g.1.A, 213s.1.A, 2Imj.1.A, 2lgn.1.A, 2igw.1.A, 2Ix7.1.A, 2n03.1.A, 2ocy.1.A, 2ocy.1.B, 20du.1.A, 20dv.1.A, 20t0.1.A,
20t0.1.B, 20t0.2.A, 20t0.2.B, 2ptk.1.A, 2pz1.1.A, 2913.1.A, 2qjz.1.A, 2qjz.2.A, 2r00.1.A, 2r00.2.A, 2r8u.1.A, 2rn8.1.A,
2rna.1.A, 2rgr.1.A, 2rqv.1.A, 2rqw.1.A, 2rr8.1.A, 2spc.1.A, 2spc.1.B, 2src.1.A, 2v66.1.A, 2v66.1.B, 2v66.1.C, 2v66.1.D,
2v71.1.A, 2v71.1.B, 2vzc.1.A, 2vzd.1.A, 2vzd.2.A, 2vzg.1.B, 2w4u.1.K, 2w4u.1.L, 2w4u.1.M, 2wa5.1.A, 2wab6.1.A, 2wa7.1.A,
2wfn.1.A, 2y3a.1.B, 2yrn.1.A, 2z00.1.A, 3a98.1.A, 3a98.2.A, 3byh.1.B, 3co1.1.A, 3dtp.1.A, 3dip.1.B, 3edu.1.A, 3edv.1.A,
3edv.1.B, 3f31.1.A, 3f31.1.B, 3f57.1.A, 3f7p.1.A, 3tb2.1.A, 3fb2.2.A, 3fer.1.A, 3fer.2.A, 3fer.4.A, 3hoc.1.A, 3hop.1.A, 3i6x.1.A,
3jak.1.C, 3jax.1.A, 3jax.1.B, 3jbh.1.A, 3jbh.1.B, 3jv3.1.A, 3kbt.1.A, 3kbt.2.A, 3kbu.1.A, 3kbu.2.A, 3ky9.1.A, 3lbx.1.A, 3Ibx.1.B,
3lue.1.K, 3nhn.1.A, 300z.1.A, 300z.1.B, 300z.2.A, 300z.2.B, 30ja.1.B, 3pdy.1.A, 3pdy.2.A, 3pe0.1.A, 3plt.1.A, 3plt.1.B,
3plt.2.A, 3r6n.1.A, 3r6n.2.A, 3s84.1.A, 3s84.1.B, 3tnu.1.B, 3u1c.1.A, 3u1c.2.A, 3u59.1.A, 3u59.1.B, 3u59.2.A, 3u59.3.A,
3uf4.1.A, 3uul.1.A, 3uum.1.A, 3uum.2.A, 3uun.1.A, 3uun.2.A, 3vkg.1.A, 3vkg.1.B, 3vkh.1.A, 3vkh.2.A, 3vry.2.A, 3vs3.2.A,
3vs7.1.A, 3vs7.2.A, 3wuq.1.A, 4a7f.1.B, 4a7f.1.H, 4b71.1.A, 4b71.2.A, 4d1e.1.A, 4d8k.1.A, 4edl.1.A, 4edl.2.A, 4edl.3.A,
4edl4.A, 4edl.5.A, 4edm.1.A, dedm.2.A, 4edn.1.A, 4edn.2.A, 4edn.5.A, 4gkw.1.A, 4gkw.1.B, 4h5y.1.A, 4h8s.1.A, 4h8s.1.B,
4h8s.2.A, 4h8s.2.B, 4hpq.1.C, 4jio.1.A, 4jio.2.A, 413i.1.A, 413i.1.B, 416y.1.A, 416y.1.B, 4lin.1.A, 4lin.1.B, 4lin.1.C, 4lin.2.A,
4lin.2.B, 41in.2.C, 4lin.3.A, 41in.3.B, 4lin.3.C, 4lin.4.A, 4lin.4.B, 4lin.4.C, 4118.1.B, 4118.1.C, 4mh6.1.A, 4mt6.1.A, 4p1w.1.C,
4p1w.1.F, 4pd3.1.A, 4pd3.2.A, 4928.1.A, 4q57.1.B, 4958.1.A, 4958.2.A, 4959.1.A, 40959.2.A, 4gmd.1.A, 4gmd.2.A, 4rfx.1.A,
4rfx.1.B, 4rfx.2.A, 4rfx.2.B, 4rfx.3.A, 4rh7.1.A, 4rm8.1.A, 4rm8.2.A, 4tql.1.A, 4ixi.1.A, 4ixk.1.A, 4u5w.1.B, 4u5w.1.D, 4uer.1.a,
4uxv.1.A, 4xa1.1.A, 4xa1.1.B, 4xa1.2.A, 4xa1.2.B, 4xa3.1.A, 4xa3.1.B, 4xa6.1.A, 4xa6.1.B, 4xa6.2.A, 4xa6.2.B, 4xi2.1.A,
4z69.1.A, 4zdw.1.B, 4zdw.1.C, 4zry.1.A, 5a36.1.A, 5a37.1.A, 5a38.1.A, 5a4b.1.A, 5a5t.1.A, 5ayh.1.A, 5bvr.1.A, 5¢c5b.1.B,
5¢j0.1.A, 5¢j0.1.B, 5¢j1.1.A, 5¢j1.1.B, 5¢j1.2.A, 5¢j1.2.B, 5¢j1.3.A, 5¢j1.3.B, 5¢j1.4.A, 5cj1.4.B, 5dzz.1.A, 5gox.1.A, 5gox.1.B,
5h0g.1.A, 5i4e.1.A, 5ih2.1.A, 5ih2.2.A, 5ijn.1.F, 5ijn.1.G, 5ijn.1.H, 5ijn.1.L, 5ijn.1.R, 5j1f.1.A, 5j1f.2.A, 5j1g.1.A, 5j1h.1.A,
5j1h.2.A, 5j1i.1.A, 5j40.1.A, 5jhf.1.C, 5jhf.3.C, 5100.1.A, 5123.1.A, 5m6s.1.A, 5mo4.1.A, 5nl6.1.A, 5nl6.1.B, 5ni7.1.A, 5nl7.2.A,
5nug.1.A, 5tby.1.A, 5tby.1.B, 5t05.1.A, 5t05.1.B, 5t06.1.A, 5t06.1.B, 5t06.1.C, 5t06.1.D, 5to7.1.A, 5t07.1.B, 5t07.1.C, 5t07.1.D,
5tvb.1.A, 5tvb.1.B, 5ul6.1.A, 5wjb.1.A, 5wjb.1.B, 5wlq.1.A, 5wlz.1.A, 5wlz.1.B, 5wlz.1.C, 5wlz.1.D, 5xg2.1.A, 6amv.1.A,
6amw.1.A, 6anu.1.G, 6atv.1.A, 6b25.1.A, 6b26.1.A, 6b27.1.A, 6b27.2.A, 6b27.5.A, 6b28.1.A, 6d8c.1.A, 6djl.1.B, 6djl.2.A,
6djl.3.A, 6djl.4.A, 6ek8.1.A, 6el1.1.T, 6f1t.1.U, 6f1t.1.h, 6f3f.1.A, 6fec.1.A, 6fsa.1.A, 6fyy.1.g, 6gao.1.A, 6gao.1.B, 6gao.1.C,
6gap.1.A, 6gap.1.B, 6gap.1.C, 6gy6.1.B, 6gy7.1.A, 6gy7.2.A, 6gy7.3.A, 6gy7.4.A, 6h2x.1.A, 6ian.1.A, 6ian.1.B, 6ian.2.A,
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