DeepCoil — a fast and accurate prediction of coiled-coil domains in protein sequences

Supplementary Table 1. Statistics on the coiled coil oligomeric states, orientation, and presence of

non-canonical interactions for the sequences used in the training and test sets.

Category Training set @ | Test set #1 Test set #2 (Li et al.) ®©
Number of sequences 10,438 1,193 518

Number of residues 2,569,729 259,070 123,678
Number of coiled-coil residues 77,780 7,862 14,385

% of non-canonical residues 5.6% 5.0% 3.1%

Number of coiled-coil regions 4,140 417 745

% of parallel dimers 21.3% 25.9% 18.1%

% of antiparallel dimers 54.6% 55.6% 65.9%

% of trimers 17.3% 14.3% 11.4%

% of tetramers 6.2% 3.8% 4.3%

@ Maximal pairwise sequence identity in the training set is 50%; ® Maximal pairwise sequence
identity in the test sets is 30% and none of the test sets sequences shows more than 30% sequence
identity to the training set sequences; © A test set derived from the test set defined in a study of (Li

etal.,2016).

Supplementary Table 2. Per-residue classification performance scores (area under the ROC curve)

for the categories defined in Supplementary Table 1 assessed with the aid of test set #1 (defined in

this study).

Method Parallel dimers | Antiparallel dimers | Trimers Tetramers | Non-canonical
DeepCoil PSSM 0.968 0.958 0.946 0.985 0.942
DeepCoil_SEQ 0.954 0.920 0.897 0.963 0.900
PCOILS 28@ 0.924 0.830 0.825 0.931 0.863
PCOILS 21® 0.928 0.832 0.842 0.939 0.870
COILS 28 @ 0.885 0.766 0.747 0.880 0.785
Marcoil 0.862 0.766 0.777 0.900 0.817
PCOILS 14@® 0.926 0.814 0.833 0.915 0.864
COILS 21® 0.908 0.803 0.801 0.908 0.843
CCHMM_PROF ® - - - - -
COILS 14 @ 0.912 0.799 0.790 0.906 0.837
Multicoil2 0.829 0.702 0.615 0.795 0.707




@ suffix refers to the length of the scanning window; ® CCHMM_PROF does not return per-residue

probabilities.

Supplementary Table 3. Per-residue classification performance scores (area under the ROC curve)
for the categories defined in Supplementary Table 1 assessed with the aid of test set #2 (defined

based on the study of Li et al.).

Method Parallel dimers | Antiparallel dimers | Trimers Tetramers | Non-canonical
DeepCoil_PSSM 0.921 0.951 0.943 0.925 0.900
DeepCoil_SEQ 0.893 0.906 0.879 0.900 0.849
PCOILS 28® 0.827 0.837 0.836 0.817 0.765
PCOILS 21® 0.835 0.837 0.827 0.811 0.755
COILS 28 @ 0.765 0.791 0.783 0.765 0.724
Marcoil 0.797 0.799 0.770 0.777 0.749
PCOILS 14® 0.830 0.819 0.795 0.800 0.731
COILS 21 @ 0.819 0.818 0.795 0.798 0.732
CCHMM_PROF ® - - - - -
COILS 14® 0.819 0.808 0.776 0.792 0.747
Multicoil2 0.676 0.693 0.694 0.621 0.701

@ suffix refers to the length of the scanning window; ® CCHMM_PROF does not return per-residue

probabilities.

Supplementary Figure 1. Performance of per-residue coiled coil predictions for (A) parallel
dimers, (B) antiparallel dimers, (C) trimers, (D) tetramers assessed with the aid of test set #1
(defined in this study; left column) and test set #2 (defined based on the work of (Li et al., 2016);
right column). For clarity, some of the methods were omitted. For all AUC scores see

Supplementary Tables 2 and 3.
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Supplementary Figure 2. Performance of per-residue predictions of non-canonical coiled coils
with the aid of (A) test set #1 (defined in this study) and (B) test set #2 (defined based on the work
of (Li et al., 2016)). For clarity, some of the methods were omitted. For all AUC scores see

Supplementary Tables 2 and 3.
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Supplementary Data 1. New coiled-coil regions identified in human proteins using
DeepCoil PSSM. Plots indicate per-residue scores provided by DeepCoil PSSM (red) and the
maximal score provided by all other methods (blue). The dashed horizontal line indicates the
probability threshold used for DeepCoil PSSM. Sequences are annotated with the following labels:
NH - no homologous structure found for the region predicted with DeepCoil, H+ — homologous
structure found and it contains a coiled coil in the prediction region; H- — homologous structure

found, but it does not contain a coiled coil in the predicted region.
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>XP 016858202.1 H+
MPPKFKRHLNDDDVTGSVKSERRNLLEDDSDEEEDFFLRGPSGPRFGPRNDKIKHVONQVDEVIDVMQENITKKAYRIMQO
QLLATDPNNFEGKCGGVDAK
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>Xp 011512467.1 H+
MPSSLLGAAMPASTSAAALQEALENAGRLIDROQLOEDRMYPDLSELLMVSAPNNPTVSGMSDMDYPLOGPGLLSVPNLPE
ISSIRRVPLPPELVEQFGHMQCNCMMGVFPPISRAWLTIDSDIFMWNYEDGGDLAYFDGLSETILAVGLVKPKAGIFQPH
VRHLLVLATPVDIVILGLSYANLQTGSGVLNDSLSGGMQLLPDPLYSLPTDNTYLLTITSTDNGRIFLAGKDGCLYEVAY
QOAEAGWESQRCRKINHSKSSLSFLVPSLLOQFTEFSEDDPILOIAIDNSRNILYTRSEKGVIQVYDLGODGQGMSRVASVSQ
NAIVSAAGNIARTIDRSVEFKPIVQIAVIENSESLDCQLLAVTHAGVRLYFSTCPFRQPLARPNTLTLVHVRLPPGEFSASS
TVEKPSKVHRALYSKGILLMAASENEDNDILWCVNHDTFPFQKPMMETOMTAGVDGHSWALSAIDELKVDKIITPLNKDH
IPITDSPVVVQQOHMLPPKKEFVLLSAQGSLMFHKLRPVDQLRHLLVSNVGGDGEEIERFFKLHQEDQACATCLILACSTAA
CDREVSAWATRAFFRYGGEAQMRFPTTLPPPSNVGPILGSPVYSSSPVPSGSPYPNPSFLGTPSHGIQPPAMSTPVCALG
NPATQATNMSCVTGPEIVYSGKHNGICIYFSRIMGNIWDASLVVERIFKSGNREITAIESSVPCQLLESVLOELKGLQEF
LDRNSQFAGGPLGNPNTTAKVOQRLIGEFMRPENGNPQOMOOELQRKFHEAQLSEKIALALWKLLCEHQFTIIVAELQKEL
QEQLKITTFKDLVIRDKELTGALIASLINCYIRDNAAVDGISLHLODICPLLYSTDDAICSKVEKINKSVSHGLPAAQ
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>NP 000632.1 H+
MNCVCRLVLVVLSLWPDTAVAPGPPPGPPRVSPDPRAELDSTVLLTRSLLADTRQLAAQLRDKFPADGDHNLDSLPTLAM
SAGALGALQLPGVLTRLRADLLSYLRHVOQWLRRAGGSSLKTLEPELGTLQARLDRLLRRLOLLMSRLALPQPPPDPPAPP
LAPPSSAWGGIRAAHAILGGLHLTLDWAVRGLLLLKTRL
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>NP 001138923.2 H+
MEKTKTKQGENEHMPVNNPSTQIYQLOALASELKTGFTEAMQELSRIQHGEYALEEKVKSCRCSMEEKVTEMKNSLNYFK
EELSNAMSMIQAITSKQEEMQOKIEQLQOQEKRRESRKVKAKKTQKEEHSSQAGPAQAQGSPFRSINIPEPVLPSEDFTNL
LPSQAYEKAQESRSVHVGDSNVKGMMGPGVNPTTPEAEENLKSCLSADIQSKGHLPSGMWROQPKDGKEWGEEYVTKDHPD
KLKEAGQGRHSSLENVLCETSLAAKRQTVALELLESERKYVINISLILKIKATFQOGSDGKRNSKERSLEPGSLRYLVQQH
LDLLHALQERVLKWPRQGVLGDLFLKLTNDENNFLDYYVAYLRDLPECISLVHVVVLKEGDEEIKSDIYTLEFFHIVQRIP
EYLIHLONVLKFTEQEHPDYYLLLVCVQRLRVEFISHYTLLEFQCNEDLLIQKRKKLKKSSMAKLYKGLASQCANAGQDASP
TAGPEAVRDTGIHSEELLQPYPSAPSSGPAITHLMPPVKKSQQOQOQOSLMESMOPGKPSDWELEGRKHERPESLLAPTQFCA
AEQDVKALAGPLOQATIPEMDFESSPAEPLGNVERSLRAPAELLPDARGEFVPAAYEEFEYGGEIFALPAPYDEEPFQAPALF
ENCSPASSESSLDICFLRPVSFAMEAERPEHPLOPLPKSATSPAGSSSAYKLEAAAQAHGKAKPLSRSLKEFPRAPPADG
VAPRLYSTRSSSGGRAPIKAERAAQAHGPAAAAVAARGASRTFEFPOORSQOSEKQTYLEVRREMHLEDTTRECPKEERESE
QTSESDONPRODOKGGFRSSFRKLFKKKSSGSEYREKTNENPSMDPSPTKODFFRNRLALANDLDQGTAV
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>NP 001159631.1 H+
MAALRALCGFRGVAAQVLRPGAGVRLPIQPSRGVRQWQPDVEWAQQFGGAVMYPSKETAHWKPPPWNDVDPPKDTIVKNI
TLNFGPQHPAAHGVLRLVMELSGEMVRKCDPHIGLLHRGTEKLIEYKTYLOALPYFDRLDYVSMMCNEQAYSLAVEKLLN
IRPPPRAQWIRVLFGEITRLLNHIMAVTTHALDLGAMTPFFWLFEEREKMFEFYERVSGARMHAAY IRPGGVHQDLPLGL
MDDIYQFSKNEFSLRLDELEELLTNNRIWRNRTIDIGVVTAEEALNYGFSGVMLRGSGIQWDLRKTQPYDVYDQVEFDVPV
GSRGDCYDRYLCRVEEMRQSLRITIAQCLNKMPPGEIKVDDAKVSPPKRAEMKTSMESLIHHFKLYTEGYQVPPGATYTAT
EAPKGEFGVYLVSDGSSRPYRCKIKAPGFAHLAGLDKMSKGHMLADVVAIIGTRPIV
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>NP_001230177.1 H-
MRDNTSPISVILVSSGSRGNKLLFRYPFQRSQEHPASQTSKPRSRYAASNTGDHADEQDGDSRFSDVILATILATKSEMC
GOKFELKIDNVRFVGHPTLLQHALGQANADPSVINCLHNLSRRIATVLOQHEERRCQYLTREAKLITALQDEVSAMADGNE
GPQSPFHHILPKCKLARDLKEAYDSLCTSGVVRLHINSWLEVSFCLPHKTHYAASSLTPPEATERSLKATRPYHALLLLS
DEKSLLGELPIDCSPALVRVIKTTSAVKNLQQLAQDADLALLQVFQLAAHLVYWGKAIIIYPLCENNVYMLSPNASVCLY
SPLAEQFSHQFPSHDLPSVLAKFSLPVSLSEFRNPLAPAVQETQLIQOMVVWMLORRLLIQLHTYVCLMASPSEEEPRPRE
DDVPFTARVGGRSLSTPNALSFGSPTSSDDMTLTSPSMDNSSAELLPSGDSPLNQRMTENLLASLSEHERAATLSVPAAQ
NPEDLRMFARLLHYFRGRHHLEEIMYNENTRRSQLLMLFDKFRSVLVVTTHEDPVIAVFQALLP
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>NP 001269784.1 NH
MSNQOEKYEAQNIVNSTEESDDAFDTVTIPVPSEEPQESDOQTEEHESGIEQFSESHATIHVEEQSDQSEFSSLEPDNEQLME
EVISPROQVSYTPOQHHEKQYAMORPNDDSLAFLDKIKSVKESLOQESVEDSLATVKVVLIPVGQEIVIPFKVDTILKYLKDH
FSHLLGIPHSVLQIRYSGKILKNNETLVQHGVKPQEIVQOVEIFSTNPDLYPVRRIDGLTDVSQITITVTVQTGLDQYQQVP
VEIVKSDFHKPFLGGFRHKVTGVEYHNAGTQTVPKRIPERLSIFCRDTQTVFQKKNLOQOQTTNTTSTOMTNIGVYVSNMTD
KLVTPGKYFSAAEYHAQRLKAVIVIQTYYROWHAKIFVENLRROKSLRLEWETQQOELRKIREKEEWIKLDYHRRHNPKTN
EDFEFLYNALEFWRQEELTRINQSFTGAERKAALCELLEKETQITASIGRHRYTAYMANQEAATQAFLDKCSAPKIWRTP
NGKTIEMDTQFTIRARELONIYKCIMLKNISQDERLDVLLTLKHTVKEHECKLTQEILELIDREVDLMMRGVKHHNLEGL
RKRIATLFFHY TKTPLFNPEVAKYLKVPQDPLKFYKKIYFCHSCQLYLPSTEFSVSSTSRRTYRCRNC INLONEAQKRES
FLKYKCLLOOLYYTEADYEDDSKIAFLMOLODIQYLTENIWASQSVLSACDNLSDLVMVRWNKSLEWSPWNCILLTKDEA
AAHLKLTSIEEGYERSFIHKIKHKHILARKNYFSQVPVLASFILDDGEIDEIRWKYHSDTTPKIIESQRPPH
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>NP 001334966.1 NH
MKLMYEHNLOQRTACNMTYGSFGGVKGRDLICIQSMDGMLMVFEQESYAFGRFLPGFLLPGPLAYSSRTDSEFLTVSSCQQV
ESYKYQVLAFATDADKRQETEQQKLGSGKRLVVDWTLNIGEQALDICIVSEFNQSASSVEVLGERNFFCLKDNGQIRFMKK
LDWSPSCFLPYCSVSEGTINTLIGNHNNMLHIYQDVTLKWATQLPHIPVAVRVGCLHDLKGVIVTLSDDGHLQCSYLGTD
PSLFQAPNVQSRELNYDELDVEMKELQKIIKDVNKSQGVWPMTEREDDLNVSVVVSPNEFDSVSQATDVEVGTDLVPSVTV
KVTLONRVILOKAKLSVYVQPPLELTCDQFTFEFMTPDLTRTVSESVYLKRSYTPSELEGNAVVSYSRPTDRNPDGIPRV
IQCKFRLPLKLICLPGOQPSKTASHKITIDTNKSPVSLLSLEPGFASQSDDDQVNVMGEFHEFLGGARITVLASKTSQRYRIQ
SEQFEDLWLITNELILRLOQEYFEKQGVKDFACSFSGSIPLOEYFELIDHHFELRINGEKLEELLSERAVQFRAIQRRLLA
REFKDKTPAPLOHLDTLLDGTYKQGWEETVDAAISHLLKTCLSKSSKEQALNLNSQLNIPKDTSQLKKHITLLCDRLSKGG
RLCLSTDAAAPQTMVMPGGCTTIPESDLEERSVEQDSTELFTNHRHLTAETPRPEVSPLOGVSE
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>NP_001340522.1 H+
MLIVLNSTLKSEFDQFTCNLLYVSWRKDLTEHLHRLYFRGRAYYTLNVLRDDIDNPDQRISQODVERFCRQLSSMASKLITS
PEFTLVYYTYQCFQSTGWLGPVSIFGYFILGTVVNKTLMGPIVMKLVHQEKLEGDFRFKHMQIRVNAEPAAFYRAGHVEHM
RTDRRLORLLOTOQRELMSKELWLYIGINTEFDYLGSILSYVVIAIPIFSGVYGDLSPAELSTLVSKNAFVCIYLISCFTQL
IDLSTTLSDVAGYTHRIGQLRETLLDMSLKSQDCEILGESEWGLDTPPGWPAAEPADTAFLLERVSISAPSSDKPLIKDL
SLKISEGQSLLITGNTGTGKTSLLRVLGGLWTSTRGSVOMLTDFGPHGVLFLPQKPFFTDGTLREQVIYPLKEVYPDSGS
ADDERTILRFLELAGLSNLVARTEGLDQQVDWNWYDVLS PGEMORLSFARLFYLQPKYAVLDEATSALTEEVESELYRIGQ
QLGMTFISVGHRQSLEKFHSLVLKLCGGGRWELMRIKVE
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>NP 003091.2 H+
MAAEREPPPLGDGKPTDFEDLEDGEDLFTSTVSTLESSPSSPEPASLPAEDI SANSNGPKPTEVVLDDDREDLFAEATEE
VSLDSPEREPILSSEPSPAVTPVTPTTLIAPRIESKSMSAPVIFDRSREEIEEEANGDIFDIEIGVSDPEKVGDGMNAYM
AYRVTTKTSLSMFSKSEFSVKRRFSDFLGLHSKLASKYLHVGY IVPPAPEKS IVGMTKVKVGKEDSSSTEFVEKRRAALE
RYLQRTVKHPTLLODPDLRQFLESSELPRAVNTQALSGAGI LRMVNKAADAVNKMT IKMNESDAWFEEKQQQFENLDQQL
RKLHVSVEALVCHRKELSANTAAFAKSAAMLGNSEDHTALSRALSQLAEVEEKIDQLHQEQAFADFYMFSELLSDYIRLI
AAVKGVEDHRMKCWQKWEDAQI TLLKKREAEAKMMVANKPDKIQQAKNE IREWEAKVOQGERDFEQI SKTIRKEVGRFEK
ERVKDFKTVIIKYLESLVQTQQQLIKYWEAFLPEAKAIA
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>NP 006313.1 H+

MATPDQKSPNVLLONLCCRILGRSEADVAQQFQYAVRVIGSNFAPTVERDEFLVAEKIKKELIRQRREADAALEFSELHRK
LHSQGVLKNKWSILYLLLSLSEDPRRQPSKVSSYATLFAQALPRDAHSTPYYYARPQTLPLSYQDRSAQSAQSSGSVGSS
GISSIGLCALSGPAPAPQSLLPGQSNQAPGVGDCLROOLGSRLAWTLTANQPSSQATTSKGVPSAVSRNMTRSRREGDTG
GTMEITEAALVRDILYVFQGIDGKNIKMNNTENCYKVEGKANLSRSLRDTAVRLSELGWLHNKIRRYTDQRSLDRSEGLV
GOSFCAALHQELREYYRLLSVLHSQLOLEDDQGVNLGLESSLTLRRLLVWTYDPKIRLKTLAALVDHCQGRKGGELASAV
HAYTKTGDPYMRSLVQHILSLVSHPVLSFLYRWIYDGELEDTYHEFFVASDPTVKTDRLWHDKYTLRKSMIPSFMTMDQS
RKVLLIGKSINFLHQVCHDQTPTTKMIAVTKSAESPODAADLEFTDLENAFQGKIDAAYFETSKYLLDVLNKKYSLLDHMOQ
AMRRYLLLGQGDFIRHLMDLLKPELVRPATTLYQHNLTGILETAVRATNAQFDSPEILRRLDVRLLEVSPGDTGWDVESL
DYHVDGPIATVFTRECMSHYLRVENFLWRAKRMEYILTDIRKGHMCNAKLLRNMPEFSGVLHQCHILASEMVHEIHQOMQY
YITFEVLECSWDELWNKVQQOAQDLDHITAAHEVFLDTIISRCLLDSDSRALLNQLRAVEFDQITIELONAQDAIYRAALEEL



ORRLOFEEKKKQREIEGOWGVTAAEEEEENKRIGEFKESIPKMCSQLRILTHFYQGIVQQOFLVLLTTSSDESLRFLSFRL
DENEHYKAREPRLRVSLGTRGRRSSHT
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>NP 009148.2 H+
MRMTMEEMKNEAETTSMVSMPLYAVMYPVENELERVNLSAAQTLRAAFIKAEKENPGLTQDIIMKILEKKSVEVNEFTESL
LRMAADDVEEYMIERPEPEFQDLNEKARALKQILSKIPDEINDRVRFLOTIKDIASAIKELLDTVNNVEKKYQYQONRRAL
EHOKKEFVKYSKSESDTLKTYFKDGKAINVEVSANRLIHQTNLILQTEFKTVA
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>NP 037378.1 H+
MDLRAGDSWGMLACLCTVLWHLPAVPALNRTGDPGPGPSIQKTYDLTRYLEHQLRSLAGTYLNYLGPPEFNEPDFNPPRLG
AETLPRATVDLEVWRSLNDKLRLTONYEAYSHLLCYLRGLNRQAATAELRRSLAHFCTSLOGLLGSIAGVMAALGYPLPQ
PLPGTEPTWTPGPAHSDFLOKMDDEFWLLKELOQTWLWRSAKDENRLKKKMQPPAAAVTLHLGAHGF
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>NP 054721.1 H+
MOSTANYLWHTDDLLGQGATASVYKARNKKSGELVAVKVENTTSYLRPREVQVREFEVLRKLNHONIVKLFAVEETGGSR
OKVLVMEYCSSGSLLSVLESPENAFGLPEDEFLVVLRCVVAGMNHLRENGIVHRDIKPGNIMRLVGEEGQSIYKLTDFGA
ARELDDDEKFVSVYGTEEYLHPDMYERAVLRKPQOKAFGVTVDLWSIGVTLYHAATGSLPFIPFGGPRRNKEIMYRITTE
KPAGATAGAQRRENGPLEWSYTLPITCQLSLGLQSQLVPILANILEVEQAKCWGFDQFFAETSDILQRVVVHVFESLSQAV
LHHIYTITHAHNTIAIFQEAVHKQTSVAPRHQEYLFEGHLCVLEPSVSAQHIAHTTASSPLTLFSTAIPKGLAFRDPALDVP
KEFVPKVDLQADYNTAKGVLGAGYQALRLARALLDGQELMFRGLHWVMEVLOATCRRTLEVARTSLLYLSSSLGTERFSSV
AGTPEIQELKAAAELRSRLRTLAEVLSRCSQNITETQESLSSLNRELVKSRDQVHEDRSIQQIQCCLDKMNFIYKQFKKS
RMRPGLGYNEEQIHKLDKVNFSHLAKRLLQVFQEECVQKYQASLVTHGKRMRVVHETRNHLRLVGCSVAACNTEAQGVQE
SLSKLLEELSHQLLQDRAKGAQASPPPIAPYPSPTRKDLLLHMQELCEGMKLLASDLLDNNRIIERLNRVPAPPDV
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>NP 056201.2 H+

MGTEMADLDSPPKLSGVQQPSEGVGGGRCSEISAELIRSLTELQELEAVYERLCGEEKVVERELDALLEQQNTIESKMVT
LHRMGPNLQLIEGDAKQLAGMITFTCNLAENVSSKVRQLDLAKNRLYQATQRADDILDLKFCMDGVQTALRSEDYEQAAA
HTHRYLCLDKSVIELSRQGKEGSMIDANLKLLOEAEQRLKAIVAEKFAIATKEGDLPQVERFFKIFPLLGLHEEGLRKFES
EYLCKQVASKAEENLLMVLGTDMSDRRAAVIFADTLTLLFEGIARIVETHQPIVETYYGPGRLYTLIKYLQVECDRQVEK
VVDKFIKQRDYHQQFRHVONNLMRNSTTEKIEPRELDPILTEVTLMNARSELYLRFLKKRISSDFEVGDSMASEEVKQEH
QOKCLDKLLNNCLLSCTMQELIGLYVTMEEYFMRETVNKAVALDTYEKGQLTSSMVDDVFYIVKKCIGRALSSSSIDCLCA
MINLATTELESDFRDVLCNKLRMGFPATTFQDIQRGVTSAVNIMHSSLOQGKFDTKGIESTDEAKMSEFLVTLNNVEVCSE
NISTLKKTLESDCTKLFSQGIGGEQAQAKFDSCLSDLAAVSNKFRDLLOEGLTELNSTAIKPQVQPWINSEFFSVSHNIEE



EEFNDYEANDPWVQQFILNLEQOMAEFKASLSPVIYDSLTGLMTSLVAVELEKVVLKSTFNRLGGLOQFDKELRSLIAYLT
TVTITWTIRDKFARLSQMATILNLERVTEILDYWGPNSGPLTWRLTPAEVRQVLALRIDFRSEDIKRLRL
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>NP 056525.2 H-
MAAGGSGVGGKRSSKSDADSGFLGLRPTSVDPALRRRRRGPRNKKRGWRRLAQEPLGLEVDQFLEDVRLOQERTSGGLLSE
APNEKLFEFVDTGSKEKGLTKKRTKVOKKSLLLKKPLRVDLILENTSKVPAPKDVLAHQVPNAKKLRRKEQLWEKLAKQGE
LPREVRRAQARLLNPSATRAKPGPODTVERPFYDLWASDNPLDRPLVGODEFFLEQTKKKGVKRPARLHTKPSQAPAVEV
APAGASYNPSFEDHQTLLSAAHEVELQRQKEAEKLERQLALPATEQAATQESTFQELCEGLLEESDGEGEPGQGEGPEAG
DAEVCPTPARLATTEKKTEQQRRREKAVHRLRVQQOAALRAARLRHQELFRILRGIKAQVALRLAELARRORRROQARREAEA
DKPRRLGRLKYQAPDIDVQLSSELTDSLRTLKPEGNILRDRFKSFQRRNMIEPRERAKFKRKYKVKLVEKRAFREIQL
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>NP 057060.2 H+
MEGERRASQAPSSGLPAGGANGESPGGGAPFPGSSGSSALLQAEVLDLDEDEDDLEVFSKDASLMDMNSEFSPMMPTSPLS
MINQIKFEDEPDLKDLFITVDEPESHVTTIETFITYRIITKTSRGEFDSSEFEVRRRYOQDFLWLKGKLEEAHPTLIIPPL
PEKFIVKGMVERENDDFIETRRKALHKFLNRIADHPTLTEFNEDFKIFLTAQAWELSSHKKQGPGLLSRMGQTVRAVASSM
RGVKNRPEEFMEMNNFIELFSQKINLIDKISQRIYKEEREYFDEMKEYGPIHILWSASEEDLVDTLKDVASCIDRCCKAT
EKRMSGLSEALLPVVHEYVLYSEMLMGVMKRRDQIQAELDSKVEVLTYKKADTDLLPEEIGKLEDKVECANNALKADWER
WKONMONDIKLAFTDMAEENIHYYEQCLATWESFLTSQTNLHLEEASEDKP
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>NP 058649.3 H+
MAASRLDFGEVETFLDRHPELFEDYLMRKGKQEMVEKWLORHSQGQGALGPRPSLAGTSSLAHSTCRGGSSVGGGTGPNG
SAHSQPLPGGGDCGGVPLSPSWAGGSRGDGNLOQRRASQKELRKSFARSKATHVNRTYDEQVTSRAQEPLSSVRRRALLRK
ASSLPPTTAHILSALLESRVNLPRYPPTAIDYKCHLKKHNERQFFLELVKDISNDLDLTSLSYKILIFVCLMVDADRCSL
FLVEGAAAGKKTLVSKFFDVHAGTPLLPCSSTENSNEVQVPWGKGIIGYVGEHGETVNIPDAYQDRREFNDEIDKLTGYKT
KSLLCMPIRSSDGEIIGVAQAINKIPEGAPFTEDDEKVMOMYLPFCGIAISNAQLFAASRKEYERSRALLEVVNDLEFEEQ
TDLEKIVKKIMHRAQTLLKCERCSVLLLEDIESPVVKFTKSFELMSPKCSADAENSFKESMEKSSYSDWLINNSIAELVA
STGLPVNISDAYQDPRFDAEADQISGFHIRSVLCVPIWNSNHQITIGVAQVLNRLDGKPFDDADQRLFEAFVIFCGLGINN
TIMYDQVKKSWAKQSVALDVLSYHATCSKAEVDKFKAANIPLVSELAIDDIHFDDEFSLDVDAMITAALRMEMELGMVQKE
KIDYETLCRWLLTVRKNYRMVLYHNWRHAFNVCQLMFAMLTTAGFQDILTEVEILAVIVGCLCHDLDHRGTNNAFQAKSG
SALAQLYGTSATLEHHHEFNHAVMILOSEGHNIFANLSSKEYSDLMQLLKQSILATDLTLYFERRTEFFELVSKGEYDWNI
KNHRDIFRSMLMTACDLGAVTKPWEISRQVAELVTSEFFEQGDRERLELKLTPSATFDRNRKDELPRLOLEWIDSICMPL
YOALVKVNVKLKPMLDSVATNRSKWEELHQKRLLASTASSSPASVMVAKEDRN
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>NP 066545.3 H+
MEFCEKAMELIRELHRAPEGQLPAFNEDGLRQVLEEMKALYEQNQSDVNEAKSGGRSDLIPTIKFRHCSLLRNRRCTVAYL
YDRLLRIRALRWEYGSVLPNALRFHMAAEEMEWENNYKRSLATYMRSLGGDEGLDITQDMKPPKSLYIEVRCLKDYGEFE
VDDGTSVLLKKNSQHFLPRWKCEQLIRQGVLEHILS
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>NP 073615.2 NH
MAMQEKYPTEGISHVTSPSSDVIQKGSSLGTEWQTPVISEPFRSRFSRCSSVADSGDTAIGTSCSDIAEDFCSSSGSPPF
QPIKSHVTIPTAHVMPSTLGTSPAKPNSTPVGPSSSKLPLSGLAESVGMTRNGDLGAMKHS PGLSRDLMYFSGATGENGI
EQSWFPAVGHERQEEARKFDIPSMESTLNQSAMMETLYSDPHHRVRFHNPRTSTSKELYRVLPEAKKAPGSGAVFERNGP
HSNSSGVLPLGLQPAPGLSKPLPSQVWQPSPDTWHPREQSCELSTCRQOLELIRLOMEQMOLONGAICHHPAAFGPSLPT
LEPAQWISILNSNEHLLKEKELLIDKQRKHISQLEQKVRESELQVHSALLGRPAPFGDVCLLRLQELQRENTFLRAQFAQ
KTEALSREKIDLEKKLSASEVEVQLIRESLKVALQKHSEEVKKQEERVKGRDKHINNLKKKCQOKESEQNREKQORIETLE
RYLADLPTLEDHQKQSQQLKDSELKSTELQEKVTELESLLEETQAICREKEIQLESLRQREAEFSSAGHSLODKQSVEET
SGEGPEVEMESWQKRYDSLOKIVEKQQQKMDQLRSQVQSLEQEVAQEEGTSQALREEAQRRDSALQQLRTAVKELSVQONQ
DLIEKNLTLQEHLRQAQPGSPPSPDTAQLALELHQELASCLODLOAVCS IVTQRAQGHDPNLSLLLGIHSAQHPETQLDL
QKPDVIKRKLEEVQQLRRDIEDLRTTMSDRYAQDMGENCVTQ
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>NP 683698.2 NH

MMQESATETISNSSMNONGMSTLSSQLDAGSRDGRSSGDTSSEVSTVELLHLOQQQALQAARQLLLOQQTSGLKSPKSSD
KQRPLQVPVSVAMMT POV ITPQOMOQILOQQVLSPQOLOALLOQQQAVMLOQODFLDSGLENFRAALEKNQQLOEFYKKQQ
EQLHLQOLLOQOOO0000000000000000000000000000000Q0000HPGKOAKEQQQOQQOQOQLAAQQLVEFQQQLLO
MOQLOQOOHLLSLOROGLISIPPGOAALPVQSLPQAGLSPAEIQQLWKEVTGVHSMEDNGIKHGGLDLTTNNSSSTTSSN
TSKASPPITHHSIVNGQOSSVLSARRDSSSHEETGASHTLYGHGVCKWPGCESICEDFGQFLKHLNNEHALDDRSTAQCRV
OMQOVVQQLEIQLSKERERLOAMMTHLHMRPSEPKPSPKPLNLVSSVTMSKNMLETS PQSLPQTPTTPTAPVTPITQGPSV
ITPASVPNVGAIRRRHSDKYNIPMSSEIAPNYEFYKNADVRPPFTYATLIRQAIMESSDRQLTLNEIYSWETRTFAYFRR
NAATWKNAVRHNLSLHKCFVRVENVKGAVWTVDEVEYQKRRSQKITGSPTLVKNIPTSLGYGAALNASLOAALAESSLPL



LSNPGLINNASSGLLQAVHEDLNGSLDHIDSNGNSSPGCSPQPHIHSTHVKEEPVIAEDEDCPMSLVTTANHS PELEDDR
EIEEEPLSEDLE
Bibliography

Li,C. et al. (2016) Critical evaluation of in silico methods for prediction of coiled-coil domains in
proteins. Brief. Bioinform., 17, 270-82.



