
Supplementary data 

Supplementary Table 1.  Assembly results by programs. CLCAssemblyCell shows the 

best result that the least scaffolds number and the longest NG50. 

 

Supplementary Table 2. Proteins sequences of four candidates of new polyketide 

synthase (PKS) genes. 

Name Protein Sequences 

CpPKS5 MEEFWDVLVQGIDTHELVPASRWDHRTHVQQEPASKNTSGTGFGCWVHDAPAFDVRFFNMSPREAPQ
VDPAQRMALLCAAEALEQAGIVPNASSSTQKNRVGVYFGCTSNDWMETNSAQNIDTYFIPGGNRAFIPG

RINYHFKFSGPSYTIDTACSSSLTAIQLACNALWRGEVDTAIVGGTNVLTNPDMTAGLDRGHFLSRTGNC

KTFDESADGYCRGEAVVTAILKRLDDATRDNDPVQAVILSVATNHNAEADSITRPHVQAQQDLIDSVLA

DAGVDPTSISYVEMHGTGTQVGDAAETSSVLQSLAPVNKRSIHQPLHMGAAKANVGHGEAAAGITSLA

KVLLMMKHSKIPPHCGIKTRINSKIPDLKTRNTFIAKTALSWQRPVDGVRRVLLNNFSAAGGNTALVLE

DAPQIQQSTERDPRSYHVVAVSAKTAGSLQQNLKNMIAWIGRQNLPASSVECLSYTSTARRAHYPHRVA
VSGRNLDEIKGSLQDALDQGRGVNRSKRAPRLIFAFTGQGSHFAGMGSVLYASFRGFKTDIDRYDQICV

KSGLPAIRSMFTDTAAYDDADPTVLQLTTVCLQMALVRLWRSFGLSPSAVVGHSLGEYPALYAAGVLS

QAEVIHFVGQRAQLLQAKCMRDTHMMLAVRCSMSDLTDTLGAPGARYEISCINGRQSIVIGGLKSNLQE
AALKLKERGIVSTPLDVAYAFHTSQVDPIIDPLVQLSRSMKFAEPQIPIICPAYGKVIRKSADFDSDFIAHH

CRSTVDVAGAMADAQKEGVVDSDMACLEIGPAVVVSKMVKDALGSKTDIFATIGKKDDDWKLMTHA

LSQLHSAGATIDWISYHKDFKACHRVLDLPAYSWEMKDYWMQYEHSWSLRKGDPPLRITGPELQSSSI
HRVIQSTLDRPDGELIVEADLNRKDLNPMVQGHKVYGVPLCTPSVYADIALTIGDHILHHFTGDDHSKA

VEVAEMTIQSALVAKPDHILRTTVKLDKVQNTARCTFFTVDHSGKVLEQHAHCTLRVFDKEASQKKWT

ALAPSIQSRMRSLDTQVGENANTFRFSRSMIYKMIGQLADFDPNYRGLVEITLDNDALEARGRVSFKDV
LGDGQFHTNPAYIDALSQLGGFVMNANETVDLEKEVFVNHGWGSFQLFEPISPHKTYRSHVKMSEQKD

KLWTGDVVIFDEDAKIVAVFLQVALQCVPKRLMEYIVSTANKRGSSGATTVAKPLVSAVSPAMQQKQV

TTGVETRTQVTTQSARVGIVDSAMQIISAESGIAVGDLTDESSFDEIGMDSLLCLLVNSKLRDELDVELDS
AKFAELGTVGKLRSHLHQFETPVETVVTSEIVRETTTSSVPAIAPTDGVWPQIVEIISQESGLAVSDLTDD

ACFADIGVDSLLSLLIWSRLRDELGIDSQSSPFLEFENLGNFKKFIVGESGDIPERSESPLEAESGSSSSSSTP

PRETETPVTELSSEDEKEIPSKVVADHQPQAIKPAWSLVLQGKPKTATETLFLFPDGCGAATSYLWLPRIS

PTTAVVAFNSPFMKTPQEMVGRALEDIVTAYVTSLQTHQPHGPYHLGGWSAGGILAYAIAQRLMADGE

EVATLQLIDSPAPTRGLDRLPDRFFDHCSDVGIFGREMGSDNRANAPPKAPEWLMPHFRATIELLHDYTA

SPMPVDRQPKASIIWAGSCAFDNGLYAPLPDATGDDQDTEGMKFLTEKRQDFGPGEWADLFPGQDISVE

VMEGEHHFSMMRGEGAEKLSGLIKDFLLSKA 

CpPKS6 GTGTPLGDPLEHGAVEEVIRSSKRTTPLLIGSIKSNIGHLEGAAGLAGLIKCILMLEKGIIVPNIHFDKPNKK

ISFKQVDVPTTTMAWPAGLKRRASVNSFGYGGTNAHAIVEAFFTPSLQRREEDLLSALDDGGMGSPNRR
LFVFTGHEPSAVQEVRNRYATYTKRAENTVDPNVRFDDLSYTLGSHRSKLDWAASHVASNFSELRGKL

SNTEVKATRSSREARVGFVFTGQGAQWPRMGLELMQYTVFRESIEASDRFLSQRPDCRWSVIEELQKHD

GESHIEAPELSQPLCTILQMAMVDLLKSWQVRPVAVVGHSSGEIAAAYCAGTITKQAAWQIAFYRGREC
ADLKTKAPELQGAMLAVGLGADGVKPYIDAIAPGHINVACINSPKSVTVSGDASEVRKLLSNLSADNVF

ARELQVENAYHSHHMKLVAEPYLRSIADVTSEKGEVSSGIKMLSSVTGRLVESSELTPEYWVQNLVSPV

HFSDAVTTMLRSSGKSSRRQRKAESAVDFLLEIGPHAALRGPLSDILKKESLESVGYASMLLRGSDAVDS
AHLYCRGYPVDVATVNNFKHEARVLVDLPEYPWNRSDKYWATSRLTQNFLHRAFPHHGLLGKRMIGS

DGLYPAWRHFLGIQENPWIAEHVVHGAILYPGAGFLAMAIEAALQVAEPGREVINIRLKDVRIVKALVIK

EDEDHPEVITRFRRVESGDNDGWEFAISCSRALNEPEQHATGQIMLEYVPKEPYLSPASGLVHEARKSEY
VNLVNAATDTMEQNEFYNASRSAGLDYGPDFQGVFEMLRGTDSCCWSVKVTDRSATMLGAFESKHLI

HPTTLDAIMHSLFGAMNRGKQFTSAALPVAFDNVTISAKMPSDAGATLSGFTVTKEVKEREIVADIYVSS

GDWEQPLLQMEGLRCTELPSQEATPAISTPQYAPLGSVKYRPDITLLDEGGLMSYIKENCKSELTTESQSS

LYSERLRNAVAQVIDLAVFKAPTSSILQIGGFDQGLTDSLLSTLKAGACGQALTSNILILDTLEENVSQIQE

KYDSESSTVSALKYDMAKSLSSQMRRGDNFDVLLVTMDPQLDEERRRAFLTEARKLLNPGGIFVVFDSL

 Platanus SOAPdenovo CLCAssemblyCell 

# of scaffolds 23,597 6,194 5,006 

Total length 31,473,128 31,927,826 31,895,682 

Maximum 149,695 82,365 603,101 

Average 8,754.21 1,037.8 13,416.48 

N50 25,707 16,255 132,918 

NG50 25,429 16,255 132,918 



PNIKENPTPYSFSEVRDSPPSQVRTWESFTIEDPACEKAAVLSMQKMVSDPIGISSRPICILRPPGEAAVISN

AVGALEDSLRAHDIEVVVCTWPPDIENVRDKCVIALLDMERPFLCDLDAVDFDMLRQVALQSARLLWV

CPSDDPHMAVATGWLRVLQNENVNKNYQYLALERRADGSAPDCALAIAKVAMAQTEEREFIERSGLL

NIPRWSYDPEMTRTVTDSVVSLERDTTLLGDIASGLPLRMIHAGDPEHAHFASDALRMPDLAADQVEIE
LRFVVIVDHDVKDPGTATLHEASGIIKAVGPDVSLRPGDHVCLSFFGHLSTRVVAKESICQRVPAGVKMS

EAACLPVTFATAVRALIDVARVKPRQNVLVQAGGTRIGRAVVLLATASDAIVYATARDAEEVKILMGL

GVPRQNILIDGDPDIPAATMVLTDRKGWDVIVRTDKTASATCLLPGCIAPNGAVVDVYPSGFDRMRETTI
SLMGVGSLLPEDPVLMQKTVSHAVAYLRQLSTFVESFDIFPSSAVTDALSRQRSQGANRGVMLSFHHED

KIQVSPGVKNTMQLHDEATYILAGGLGGIGRGVAKLLVDNGARNLVFLSRAGTESPAAMSLAKSMAGL

GVTVKTFACDISDEQSLMRALSECTRTMPPIRGAIQAATVIRDAVFDNYTLEQWQANLRPKVQGSWNL
HCHLPKDMDFFVMLSSIAGLIGHRSQAGYAAGNTFQDSLALRRQSQGLPAVAIDLGGMLDVGAVMEGT

ATANFSASETTWMTEAELHSIIKMCISGGIDEYATPPQVCTGIPSGGMVQLGQHEMPPHFERPFFVALKH

LGTTGVATIEPTAMVDKMTELLHRLAASNSLADAEICAAEILCAHLAERLQRAADSIDLDQRLHKYGIDS

LAAVDLRTWIGKKMKADVSLFDVLNAESIRELSSKIAKASELVSRDVQ 

CpPKS7 MPINTPATTPESESITNTMDVVYFSNEFPREDLQSLFRRLHNHSKGRQHPTLAHFLSEATWAIKNEIQTLP

SELRQLIPPFTTILSWAEATELREGLICGAVDGVLLIVAQLATYIGYVEDHPDEFCHFENTCLSGLGLGLLS

STAVSLSSTRADLALAGADAVRLAFSLRIHVRSVSENLEVRDMSETPDTWAYVVHDVNPAAAQKALDA
QQNKDQIPDTGKVFLSGISRTSVTVSGPPARLKTLLNKSEFFRVARIIPLPVYGGLCHASHVYGESDTKKI

VDTPALITPGTKACPVIPIYSTSTGLPYQARSALELFEAVVSELLTQAIRWDTVIAGLVDNAKRHCASSMS

LYSFGNSIPFRDLGATLKAILPAVKTTTPNLVSWAFQVDPTDDAPRTTAQSRLAIVGMSCRLPGGTTNTE
KFWEVLENGLDVFQRIPADRFDIDTHYDPTGKDLNKSMTQYGCFIDEPGLFDAPFFNMSPREAQVVDPQ

MRLALVTAYEALERAGYVGNRTARTRLERIGTWYGQAADDYREVNQGQEVRTYYIPGGCRAFGPGRI

NYFFKFAGPSYSFDTACSSGLAAIEALWNGEVDMAVAGGLNVLTNPDGFAGLCNGHFLTKGHNACKT
WDATADGYCRADGVGSVVIKRLEDAQADNDNILGVILGAGTNHSADAVSITHPHAGHQDYLARQVLR

QAGVDPLDVSYVELHGTGTRAGDHEEMQGIMDVYAPLTKRRSKEQSLHIGAAKSNVGHSESAAGTTAL
TKVLLMLQKNAIPPHIGIKMEINPRFPKDFDQRNLHIAFEETEWLCTKGKKRIAAINNFGAAGGNTTMLL

EEAPDREILEADPRQTHIITVSAKTKVSLAANIERLIAHVEANLGINLADLGYTTTARRYHHVFRVAVAV

SDEAQLKKQLKARLEKVDSLKSVGKSGPPPIAFTFTGQGASYKSMNLELYRDSPVFREHINHLDSLAIGQ
GFPSFIPALDGSHDKDHAHSPVVTQLALVCTEIALAKYWTSLGVKPDIVMGHSLGEYAAMHVAGVITA

NEAIFMVGRRAQMLQDKCKVGSHTMMAVRASLAQIAENCAGKPYTIACVNGHVDTMLSGTQEQIDEV

SVPLQAAGLHCIKLDVAYAFHSEQTDAILDDFEAVAKSGVIFQEPKLPVISPLLGKVIFDGKTLNADYVR
RFTRETVDFLSALENARQISAVGDETVWVEIGPHPVCTGFVNSIIESPALVVPSLRRGDDSWKTIAESMA

ALHLTGLSVDWNGFHRAFETRLRLLDLPTYAFNDKNHWLPYKGTWCLTKDNESYGAENETGRASAPA

DESPRSEVQTSTVQQIIDQTFSGSAGSVTMQSDLMQGDLFAAANGHRMNNCGVVTSSIHADIAYTLGEY
LYRKLNPKGKTCAINVANLNVTKGLVAQSDTKSPQVFRVTITTEDIATGVANLTWQCVDNDGNALEPF

ATANLFYGTAAEWLSSWSSISHIVQGRMESLQHMAAEGTASRFTRNMAYTIFASNLVDYADKYRGMKS

VVVHELEAYADIELTVKESGVWTVAPYFIDSVAHIAGFVMNCSDAIDTQKDYYVTPGWDSMRFARPLV
GGQKYRSYVKMIPSKEDPAVYKRDVYIMQEDAIVGMVGGIQFRRFPRILLNKFFSPPDKQGAHEAQPKV

ADPAAATRVVSKQTAPLPINLPAAMPAPPVKLETAEVPTAPAPAATPLADSTTVKALALIAKEAGLDVS

DLEADAEFANLGIDSLMSLVISAKLKSELGVKVGGSLFLDYQTIEDLKNYLDESYS 

CpPKS8 MGFGYTQARYDVPNPSSPPSSLESDTKSVYMQDPIAVVGLANRLPGHSNNPTKLWQFLLRGGVAKNDP
PESRFGLTGHYDGSHKPHTFKTPGAMFLEDHDPADFDPAFFRTTVADAIAMDPQQRMLLEVVYEALEN

AGISLSQIDGEAFGCFVGSYAVDYMDMQMRDPEDRAEGITVGAGRAILSNRISHFLNIKGASMTIDTACS

GSLVSVDVACRYIQTGQIEGAIVAGANLYMSPDQNMDMGPMRTTASASGRCHTFDAKADGYCKSEAIN
CVILKHLDAALRDGDPIRAVIRGTATNSDGWTPGIASPAAEAQAVAIRAAYAAAGITNFHETGYLECHG

TGTLAGDPVEVAAAASVLTQGRTDSNPLIIGSIKSNIGHSEPAAGVSGLIKGILAVEKNRIPGNPTFIDPNP

KIDFKGLRVEASRMSRGWPNPKKRIASVNSFGYGGSNAHVVLQDAESYLGDRSLAHIASFVDEYTGNLF
DEDDEEVSDNTALARPNVFVISANDELSLKSYYKALRRHLIDPSVKIKPSDLAYTLSERRSHLFHRGFVV

ADILDLQEDALITGKQSSPPPKIGFIFTGQGAQWPQMGRGLIDAYSGARPLLAGLDKALQALPEPPSWSII

DELYDPRTPDHLRLPEFSQPLVTALQLVLVSALSEWGITPSSVVGHSSGEIAGAYAAGFLTAEDAIKIAFF
RGEAAKQLQQAQSEAVGMLAVGIGAEEVIPYIGELSATVQIACYNSAKSVTLSGKASDLEIVKTRLQAD

SHFARALQVNLAYHSTYMTAIGERYQELVERNTGKPLPGNSNVTMYSSVTGGANSDLKDSLYWRTNM
VSPVLFNDATTELLKAENPATLMIELGPSGALAGPFSQIKNALPEHGAGVQYFAAAKRGPDSVRSLFEVA

GRVFAAGGDVNIRKVNTDERLVDTADPAIIVDLPNYSWNHSKQYWHESDASKEWRYRKYVHHDLLGS

KVLGTPWSAPTFSKILDLKDLPWLKDHKMGNDIVFPAAGFCAMAIEALYQSTQVTAPTEGVVSANQLN
YRLRNVTFDNALVLEESTPAKIKTTLAPSTTGSHGPWYHFSVATYSDGVSREHSAGLIRLENVEPPIVTD

HTANPLQQTTSGKLWYKAMATAGYGFGPLFQKQLEVEATSGQRASRSLVDLTEPDSTWGKQSPYPLHP

AALDGIFQTLRISLVAGIRPNIKSVLIPAIMDDLVVFANTSRPDRGISRTTSEYVGKGRRDDNKNYLSNAT
VHHPDTKKVILQLSGLRCHRLDTGFDPLGAHTFSKLSWKRDVTFLSQLSISPGDFSVTADDLLDLVAHR

KPVLRVLEINLDAGDTESVWFGNGNNATRAAYRGYKFASADAAALVNAQARYEFHRATDFALLDLAK

PLADHHHAEHDVVICKGSNLTLELATQALRNAKLLLAVGGHAVFLQGTVETVSSVGHIAPPLEADLTSA
IESAGLKILTQYVFNEGQRITVSTLEDASSSANATSVKLFSFAGPTNLSTTIMEVLNKLGHNISVSDGAQLS

HRETVLVLDELTESLLTRIDAKQWDVLQLLLSSRAKIVWVTHGSQLDVTNPQGALIHGLLRTIRSEDPGL

SLTTLDVGDPVSSQTVSAISVLLRRLASSEPGIPIDTEYAERHGEIYISRVSPDEKINMFKNNESLNGALQD
GSLRDQKTLVRLRAERIGTLDGLVFGEITSDELPVEPNHVEVDIYAAGLNFKVRSSFTDYHDTYMGIVPE

NEHLLGIEGAGVVRRIASDVTTYKPGDRVVVLQTGTFANRIQASADRTHKIPDQLSYSDAATIPCVYLTS

LYGLFNLAGLQKGNSVLIHSAAGGVGISAIKLAQYKQAEIFVTVGTEDKRRFLESEFGIPRSRMFSSRSTA
FAKEILAATGGRGIDVILNSLTGELLDETWRICADGGTMVEIGKRDILDRKQLAMEPFDRNCSYRALDFS

HKQISDALVADLLSTIFDLYDQGHVEPIRPIKQFSFADIPSAFAYMRGGKHIGKIVVADAPEDQVIVPIRRA

GKQVTLQPEASYIIVGGLKGLCGSLAIAMAQRGAKHLIVMSRSGVSDQRSQSIVKDCASYGCRIYDSRG
DVANIEDVKAAFSSGPYPVRGIIQGAMVLRDKPFEVMTVEDYHTTISSRVDGTLHLHNIAKDRGIELEFF

TLLSSISGVLGQKAQANYAAANVFMDAFANFRNTLGLRANSVDLGVIEDVGYVAEQEGLAQRLDDKQ

WTGISEAVLLKILDFSILQQVDPINTNSRSQLITGIPVPQPEDSDLARDARFSSLFIPQDANSAGASSTKSDI



GKEIQAFAVLLKSGAEDAALLPLVIDIVNKQLTKTLRLSEPIEPAKSLSAYGLDSLASVELRNWVRHELK

AGLTTLEINSAPSLTALCEKILSKLKASG 

 

Supplementary Table 3.  The list of the 71 single-copy genes used to construct the 

phylogenetic tree of the order Capnodiale. 

Gene ID Description (Determined by BLAST against UniRef 90) 

Cphlei28858 Uncharacterized protein 

Cphlei29054 Uncharacterized protein 

Cphlei29270 Peflin 

Cphlei29996 Uncharacterized protein 

Cphlei30124 Uncharacterized protein 

Cphlei30217 Uncharacterized protein 

Cphlei30237 Uncharacterized protein (Fragment) 

Cphlei30563 Uncharacterized protein 

Cphlei30871 Uncharacterized protein 

Cphlei30973 Uncharacterized protein 

Cphlei31042 Uncharacterized protein 

Cphlei31148 NADH-ubiquinone oxidoreductase 14.8 kDa subunit, putative 

Cphlei31204 Uncharacterized protein 

Cphlei31447 Uncharacterized protein 

Cphlei32061 WGS project CABT00000000 data, contig 2.2 

Cphlei32084 Uncharacterized protein 

Cphlei32159 Uncharacterized protein 

Cphlei32290 3,4-dihydroxy-2-butanone 4-phosphate synthase 

Cphlei32383 Uncharacterized protein 

Cphlei32519 Uncharacterized protein (Fragment) 

Cphlei32544 Uncharacterized protein 

Cphlei32564 Uncharacterized protein 

Cphlei32597 Uncharacterized protein 

Cphlei33037 Uncharacterized protein 

Cphlei33066 Uncharacterized protein 

Cphlei33076 Uncharacterized protein 

Cphlei33312 Ubiquinone biosynthesis protein coq4, mitochondrial 

Cphlei33357 Uncharacterized protein (Fragment) 

Cphlei33421 Uncharacterized protein 



Cphlei33465 Uncharacterized protein 

Cphlei33487 Dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase 

Cphlei33494 Altered inheritance of mitochondria protein 24, mitochondrial 

Cphlei33550 Putative secretory component protein shr3 protein 

Cphlei33690 Uncharacterized protein 

Cphlei33850 Uncharacterized protein 

Cphlei33955 Uncharacterized protein 

Cphlei34005 Uncharacterized protein 

Cphlei34010 Uncharacterized protein 

Cphlei34053 Uncharacterized protein 

Cphlei34420 Uncharacterized protein 

Cphlei34771 Uncharacterized protein 

Cphlei34803 Uncharacterized protein 

Cphlei34807 Uncharacterized protein 

Cphlei34837 40S ribosomal protein S12 

Cphlei34862 Mitochondrial import inner membrane translocase subunit TIM23 

Cphlei35512 Uncharacterized protein 

Cphlei35662 Mitochondria fission 1 protein 

Cphlei35987 Uncharacterized protein 

Cphlei36118 Uncharacterized protein 

Cphlei36182 Uncharacterized protein 

Cphlei36249 Uncharacterized protein 

Cphlei36333 Uncharacterized protein 

Cphlei36359 Uncharacterized protein 

Cphlei36402 Short-chain dehydrogenase reductase family 

Cphlei36495 Uncharacterized protein 

Cphlei36504 Uncharacterized protein 

Cphlei36528 Uncharacterized protein 

Cphlei36739 Uncharacterized protein 

Cphlei36878 Uncharacterized protein 

Cphlei36952 Uncharacterized protein 

Cphlei36990 DNA replication licensing factor mcm7 

Cphlei37155 Uncharacterized protein 

Cphlei37156 Uncharacterized protein 



Cphlei37426 Uncharacterized protein 

Cphlei37662 Uncharacterized protein 

Cphlei37847 Uncharacterized protein 

Cphlei37893 Uncharacterized protein 

Cphlei37917 Uncharacterized protein 

Cphlei38143 Uncharacterized protein 

Cphlei38180 Uncharacterized protein 

Cphlei38226 Uncharacterized protein 

 

 


