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SEC:Signal peptide
TAT signal peptide

>C6WIU3 ACTMD Actinosynnema mirum ATCC 29888 Amir 4331

MSRVKPRLAAGAGLSAAAVVGAAFLVVQPATADGFTGPVVGLGGKCLDVAGASSANGTAV
QLYTCNGTSAQSWTVDTGAKTIKALGKCLDVVDDGRHDGALLQIWDCANVPEQRWTVDQT
GRVVGQGSGKCVDVPAGNTADGTRLQVWTCDAWSPYQRWTTPGGGTNPTTTTTSQVPGRS
DLATPAKKDIAMRLVSSAENSSLDWRAQFAYIEDIGDGRGYTAGIIGFCSGTGDMLELVE
HYTSVKPNNALAGYLPALRRVNGTPSHEGLDPGFQQAWRTAAQDPVFQQOAQETERDRVYF
TPSVNQAKSDGLRALGQFAYYDAIVMHGGGTDQASFGTIRRKAMARAKTPAQGGDETAYL
HAFLDERVVAMKLEEAHEDTSRVDTAQRVFLNNGNLDLNTPLAWKVYGDPFRID

>tr|D8I4T1|D8I4T1_AMYMU Chitosanase OS=Amycolatopsis mediterranei (strain U-32)
GN=AMED_6991 PE=4 SV=1
MSKKLRPVLVGTLGAASVAALVITTPALSSAAPAPLAASSASVLATGDLSAPAKKEIAMK
LVSSAENSSLDWKAQYKYIEDIGDGRGYTAGIIGFCSGTGDMLELVEAYTNSVPNNPLAK
YLPALRKVNGTASHSGLGSAFESAWKQAAATTAFQTAQNNERDRVYFNPSVNQGKADGLS
NLGQFAYYDAIVMHGPGDSSDSFGGIRKAAMKKAKTPAQGGDEATYLKAFFAARKVIMKQ
EEAHADTSRVDTEQAKFLSEGNFDLHTPLKWKVYGDSYTIN

>AORI_ 1736 Amycolatopsis orientalis HCCB10007
MSDTLRPAMRRALGAVSVLALAVSGPVAISSLASAAPVPASASIFASGGDLASPEKKEIA
MQIVSSAENSSLDWKAQYSYIEDIGDGRGYTAGIIGFCSGTGDMLELVERYTNSVPDNPL
AEYLPALREVDGTESHEGLGTGFENAWREAAGREDFKAAQNSERDRVYFDPAVNQAKSDG
LGALGQFIYYDAIVMHGPGTSQDSFGGIRSAALQQAKPPAQGGDETAYLKAFLDARRVVM
KQEEAHADTSRIDTAQLVWLNDGNLDLHTPLKWAVYGDPYEID

>Q9LBG4_9PSEU Chitosanase OS=Amycolatopsis sp. Cs0-2 GN=cho PE=4 SV=1
MHPSKHRTARTTRTALAVLVGVLPLTLAAAGTGHAAAPAAPAAAAVSVASVGLDDPAKKE
IAMELVSSAENSSLDWKAQYKYIEDIGDGRGYTAGIIGFCSGTGDMLELVQHYTDLKPGN
VLAKYLPALKKVNGTDSHSGLGSAFVNDWRTAAKDTVFQRAQNDERDRVYFNPAVKQAKA
ERLRALGQFVYYDAIVMHGPGSSSDSFGGIRAAAMKKAKTPAQGGDEATYLNAFLDARKV
IMKQEEAHADTSRVDTEQRVFLNAKNFDLNPPLKWKVYGDPYQING

>E1UPU6_BACAS Chitosanase OS=Bacillus amyloliquefaciens (strain ATCC 23350 /
BAMF 3066

MRSGLKKKAGFWKKTAVSSLIFTMFFTLMMSGTVLAAGLNKDQKRRAEQLTSIFENGKTE
IQYGYVEELDDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKDES
DDTSNLKGFASAWRSLGNDKAFRAAQDEVNDRLYYQPAMKRSDQAGLKTALAKAVMYDTV
IQHGDGDDPDSFYALIKRTNKKMGGS PKDGTDEKKWLNKFLDVRYDDLMNPSDEDTQDEW
RESVARVDVFRDIVKAKNYNLDGPIHVRSSEYGNFTIQ

>tr|QOPVM7 |QOPVM7_ BACAM Chitosanase OS=Bacillus amyloliquefaciens PE=4 SV=1
MKAKVDSWKKTAVSLLIFTMFFTLMMNNTVFAAGLNKDQKRRAEQLTSIFENGMTEIQYG
YVEHLPDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKEESDDIS
NLKGFDSAWRSLGKDKDFRAAQDTVNDRLYYQPAMKQSDNIGLKTALAKAVMYDTIIQHG
GGDDPDSLNSLIKRTNKKAGGSPKNGVDEKKWLNKFLDVRYDDLMNPADPDTRDEWRESV
ARVDVLRSIAKANNYNLNGPINVYSEEYGDFVIK

Figure S1. Cont.
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>tr|A7Z8HI9|A7Z8H9 _BACA2 Csn OS=Bacillus amyloliquefaciens (strain FZB42)
GN=RBAM_029740 PE=4 SV=1
MKISLKKKAGFWKKTAVSSLIFTMFFTLMMSGTVFAAGLNKDQKRRAEQLTSIFENGKTE
IQYGYVEALDDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKDES
DDISNLKGFASAWRSLGNDKAFRAAQDKVNDSLYYQPAMERSENAGLKTALAKAVMYDTV
IQHGDGDDPDSFYALIKRTNKKMGGSPKDGTDEKKWLNKFLDVRYDDLMNPSDEDTQDEW
RESVARVDVFRDIVKEKNYNLNGPIHVRSSEYGNFTIQ

>tr|Q9ET84 |Q9ET84 BACAM Chitosanase OS=Bacillus amyloliquefaciens PE=4 SV=1
MKISLKKKAGFWKKTAVSSLIFTMFFTLMMSGTVFAAGLNKDQKRRAEQLTSIFENGKTE
IQYGYVEALDDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKDES
DDISNLKGFASAWRSLGNDKAFRAAQDKVNDSLYYQPAMKRSENAGLKTALAKAVMYDTV
IQHGDGDDPDSFYALIKRTNKKMGGSPKDGTDEKKWLNKFLDVRYDDLMNPADEDTQDEW
RESVARVDVFRDIVKEKNYNLNGPIHVRSSEYGNFTIQ

>tr|E3E2V1|E3E2V1_BACAl Chitosanase OS=Bacillus atrophaeus (strain 1942)
GN=BATR1942_06760 PE=4 SV=1
MKAKVDSWKKTAVSILIFTMFFTLMMNDTVFAAGLNKDQKRRAEQLTSIFENGMTEIQYG
YVEHLPDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKEESDDIS
NLKGFDSAWRSLGNDKDFRAAQDAVNDRLYYQPAMKRSENAGLKTALAKAVMYDTVIQHG
DGDDPDSFYSLIKRTNKKAGGSPKDGIDEKKWLNKFLDVRYDDLMNPSDPDTRDEWRESV
ARVDVLRSIAKANNYNLNGPINVYSEEYGDFVIK

>sp|P33673|CHIS BACCI Chitosanase OS=Bacillus circulans GN=csn PE=1 SV=2
MHMSNARPSKSRTKFLLAFLCFTLMASLFGATALFGPSKAAAASPDDNFSPETLQFLRNN
TGLDGEQWNNIMKLINKPEQDDLNWIKYYGYCEDIEDERGYTIGLFGATTGGSRDTHPDG
PDLFKAYDAAKGASNPSADGALKRLGINGKMKGSILEIKDSEKVFCGKIKKLONDAAWRK
AMWETFYNVYIRYSVEQARQRGFTSAVTIGSFVDTALNQGATGGSDTLQGLLARSGSSSN
EKTFMKNFHAKRTLVVDTNKYNKPPNGKNRVKQWDTLVDMGKMNLKNVDSEIAQVTDWEM

K

>tr |AOEQW7 |AOEQW7_ 9BACI Chitosanase OS=Bacillus sp. DAUl0l GN=csn PE=4 SV=1
MKISLKKKAGFWKKTAVSSLIFTMFFTLMMSGTVFAAGLNKDQKRRAEQLTSIFENGKTE
IQYGYVEALDDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKDES
DDISNLKGFASAWRSLGNDKAFRAAQDKVNDSLYYQPAMKRSENAGLKTALAKAVMYDTV
IQHGDGDDPDSFYALIKRTNKKMGGSPKDGTDEKKWLNKFLDVRYDDLMNPSDEDTQDEW
RESVARVDVFRDIVKEKNYNLNGPIHVRSSEYGNFTIQ

>tr|Q9RC18|Q9RC18 9BACI Thermostable chitosanase OS=Bacillus sp. KFB-CO4 GN=
Q9RC18_BacKFB PE=4 SV=1
MREADWWGKAAISLLVETMFFTLMMSETVFAAGLNKDQKRRAEQLRRICEDGTTEMRYPY
VARLDDARPSTCGPAGVTTATRDGFEVVPVYKQAVANKKLPNYLAGLRRLEKEASDDTSK
LKGPASAWKSLADDKAFRAAQDGVNDQVYYQPAMERSDNAGLTTALARAVMYHTVRQRGD
GDDGDSRYALIKRTPKGAGGSPKEGIDEQKCLNKFSHVRYDDLMNGANHDRRDEWRESVG
RVHVLRSIANQNNYNLNGGIHVRSHEYGNGVIK

>tr |DOFHB6 |DOFHB6 BACIU Chitosanase OS=Bacillus subtilis PE=4 SV=1
MKISMOKAAISLLVETMFFTLMMSETVFAAGLNKDQKRRAEQLTSIFENGTTEIQYGYVE
RLDDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKEESDDTSNLK
GFASAWKSLANDKEFRAAQDKVNDHLYYQPAMKRSDNAGLKTALARAVMYDTVIQHGDGD
DPDSFYALIKRTNKKAGGSPKDGIDEKKWLNKFLDVRYDDLMNPANHDTRDEWRESVARV
DVLRSIAKENNYNLNGPIHVRSNEYGNFVIK

Figure S1. Cont.
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>tr|D4FZ80|D4FZ80_BACNB Chitosanase OS=Bacillus subtilis
BEST195) GN=BSNT 03901 PE=4 SV=1
MKISMOKAAISLLVFTMFFTLMMSETVFAAGLNKDQKRRAEQLTSIFENGTTEIQYGYVE
RLDDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKEESDDTSNLK
GFASAWKSLANDKEFRAAQDKVNDHLYYQPAMKRSDNAGLKTALARAVMYDTVIQHGDGD
DPDSFYALIKRTNKKAGGSPKDGIDEKKWLNKFLDVRYDDLMNPANHDTRDEWRESVARV
DVLRSIAKENNYNLNGPIHVRSNEYGNFVIK

subsp.

natto

S3

(strain

>sp|007921 |CHIS_BACSU Chitosanase OS=Bacillus subtilis (strain 168) GN=BSU26890 PE=1

sv=1
MKISMOKADFWKKAAISLLVFTMFFTLMMSETVFAAGLNKDQKRRAEQLTSIFENGTTEI
QYGYVERLDDGRGYTCGRAGFTTATGDALEVVEVYTKAVPNNKLKKYLPELRRLAKEESD
DTSNLKGFASAWKSLANDKEFRAAQDKVNDHLYYQPAMKRSDNAGLKTALARAVMYDTVI
QHGDGDDPDSFYALIKRTNKKAGGSPKDGIDEKKWLNKFLDVRYDDLMNPANHDTRDEWR
ESVARVDVLRSIAKENNYNLNGPIHVRSNEYGNFVI

>tr|Q9XDS6|Q9XDS6 BURGA Chitosanase A OS=Burkholderia gladioli GN=csnA PE=4 SV=1

MATLPLAAADASARTVHAARAPQAAAAAASPEICSSPWTAARIYEAGNVVSFDGHDYTAA
YRSQGNAPATASGEAGSGQPWVAGEACKPAKLSKAALDHDANFSPATLQFLKDNTGLDGE
QWDNIMKLVNKPEQDSLDWTKFYGYCEDIGDDRGYTMGIFGATTGGPNDGGPDGPALFKA
YDAASGASNPSVQGGLARIGAHGSMQGSILKITDSEKVFCGKVKGLONDAAWREAMWRTF
YSVYIQYSVQQOARSRGFGSALTIGSFVDTALNQGADGGSNTLQGLLSRSGNSTDEKTFMT
SFYAQRTKVVDTHDFNQPPNGKNRVKQWSTLMSQGITSLKNCDADIVKVTSWTMK

>tr | ES5AQ94 |ES5AQ94 BURRH Chitosanase (EC 3.2.1.132) OS=Burkholderia

(strain DSM 19002 / CIP 109453 / HKI 454) GN=RBRH 02856 PE=4
MESALNQLISKTLTRMSCAVAMGLGLLAVSGMARADDAQPNSEPCDAPWDAKTIYQGGEV
VSYAGRNYTAAYWTQGNAPDLNSGDGNTGQPWRVGQTCNAVANVASGNPDANFSPATLQF
LKKNTGLDGEQWNNIMKLINKPEQDSLQWTKYYGYCQNIHDDRGYTIGIFGATTGGSNDT
GPDGPELFKTFDALSGAKIPSAEGGLTRIGAHGKMSGSILKISDSSKTFCSKVKAQQONNP
TWREAMWRTFYNVDIQYSVQQARQRGFDSALTIGSFVDTALNQGADGGGDSLKALLARSG
DSPNEKTFMTRFYAERAKVVDTHDYNTSPNGKNRVKQWSKLMDQGETDLKNADAAIVKVT
NWQLH

sv=1

rhizoxinica

>tr|B3PI04|B3PI04_CELJU Chitosanase Csn46F OS=Cellvibrio japonicus (strain UedalO7)

GN=CJA 3747 PE=4 SV=1
MLTPTQKKTAEAIVNIFETGSVLGDYSNVTLITGDTGHLTFGRSQTTLGSGNLGKLLQLY
CANPGARFRQQOLTPFLARFAARDFSLDHEEHLKNILRATADDHIMRETQDLFFDQAYWQP
AERAATQLGIKTPLGVAVVYDSTVHGSAKLIRDKTNQSAGTLASLGEQKWIEAYVATRRY
WLANHPRKDLRPTVYRMDAFQRLIDLNLWGLELPLVVRGLEISNTTLNATPVNCYDGPQP
GTRTLSVQAPLLRGLDIRLVQLGLSKSGINLRADGIFGNGSVSAVKTFQTKQNLPATGIV
DNALIAKLVS

>tr|Q7NR53|Q7NR53 CHRVO Probable chitosanase A OS=Chromobacterium violaceum (strain
ATCC 12472 / DSM 30191 / JCM 1249 / NBRC 12614 / NCIMB 9131 / NCTC 9757) GN=CV_3931

PE=4 SV=1

MKYAAKRLSFPSAILAGLALLAAAGSAAAQGSTAGSPERQTVRLPDCAAAWSPASPYQAG
SVASRGGVNYTAAFWTQGNPPEQGQAWQAGKRCRPAAQAKAADHDANFPPATLKFLKANT
GLDGEQWDNIMKLVNKPEQDSLEWTKFYGYCENIGDKRGYTIGIFGATTGGPNDEGPDGP
TLFKEFDASSGASNPSIAGGLARAGVHGSMQGKILKISDSAKVFCDKIGSLQNNPAWRDA
MWNTFYKVYIQYSVQQARQRGFSSALTIGSFVDTALNQGATGDSGTLQGLLSRSGNSGDE
KTFMTAFYAQRSKIVDTNDYNQPPNGKNRVKQWSTLLNMGETDLKNADAAVQKVTNWEMK

Figure S1. Cont.
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>tr|A4KCUO | AdKCUO_9ENTR Putative uncharacterized protein OS=Citrobacter gillenii
PE=4 SV=1

MILTPAQKSLCERVLNAFETGSAEGDYSAIAIFHDGPHGIRQITYGRSQTTEYSKLQDLV
TRYVNANGRFSADLAPFVPKIGNIALVDNEPFKDLLRRAGRDDPIMKSVQDRFFDERYYL
PALKWAQDFGFKDALSLLVIYDSFVHSGTILTFLRAQFREVPPASGGDEHTWISQYVEVR
NSWLANHSNPELHPTVYRTKCLRFEIDRGNWDLSQVPINANGILVGPSPDISVPQONVDTS

GGTTQRSVFWRGSTRLWFCG

>tr|Q47C49|Q47C49 DECAR Putative uncharacterized protein OS=Dechloromonas aromatica
(strain RCB) GN=Daro_2852 PE=4 SV=1
MSACYAEPHILQFFPSLPSTRRSWKMLTPTQKQTAQSIVNLFETGAVLGHYGNVTVIPGD
TGHLTFGRSQTTLCSGNLLDLLQRYCGNDGARFGDKLSAWLARFEAVDLSLDDDLHLHNL
LRATADDPVMRETQDLFFDEVYWQPAAKAADNFGIKSALGVAVVYDSWVHGSWKTLRDMT
NQKSGPIATLGERAWIKAYVETRRSWLANHSRSDLRGTTYRMDAFLRLIEQGYWGLALPL
VVHGEEISLATLRAMPPGCYDGPQPGTRSIALQTPLARGLDVRLLQLGMSGRGVAIKADG
IFGQTSVNLLKRFQASQGLPANGIATPQQLSELVD

>tr|DOLGY9|DOLGY9 HALOl Peptidoglycan-binding lysin domain protein OS=Haliangium
ochraceum (strain DSM 14365 / JCM 11303 / SMP-2) GN=Hoch 2166 PE=4 SV=1
MSNSGYQKRIQNRGSDAADPLQQKVAPGKVTRTSRMASPVQRKPQQODGPSAGRTEVANSA
TVFRHGGGAVDLGGSSAAEVAESGFSGGASDVPYRAEMERSFGTSFSDVQAYSGGDSQGA
ATQLSAQAYTVGNRVAFRDSNPSRELVAHELAHVVQGRGGEVQAKSEMSQPGDSLEREAD
SVAARVASGESVQDHTARYDGAGGPALGSAPMRLVDSDAAASETTAAPAADAAADAAPAA
LLTPEQVQSAIAFYGADRWPAPKIAQVSEKLGIAVREQVDEQFVOAAAGFQQQORSLTVDG
MLGSASLMPLFEGEEMDRAHTMANRITAEYESSGNYGVVQNADVGIISYGAHQSTLHSGN
LGRMLODYLDRVAAAEEPTQASQTIQSYMGRINDRSQWESLRNEGPLLSALRAAGSEQIM
QDAQNAFFSEDFWVPAVKAALNHGITSQLGYATLYDAKIQGGMEDSLQRATSAMGGIVGA
TVERNGRSQQVTEAEFLVAFNEAREGRLERIAVRRDGQGKRRDAEMLRNSKVRPQAFEEL
ARDGNLDLSANVDGENSLEFRTYGGRRTEVDVPEEVGTTPATGDTEAGTGTAPPTTRPTP
EVTPTPEVTPPTTTPEVTPQPRPNQPSASEYTVKSGDTLSAIAGRLLGDQDRWREIATLN
GITNPRALRVGQVLQVPSSSESAAPEGGQSEPEAPAAAPVETAYVVRSGDTLGSIAARFL
GSTNRWREIATLNGISDPRRLSVGQRLRIPTGGAQQATPEPEQQRPEQQRPEQQRPEQGG
GGAGGGSSPEAGKPSWISVAEGELGVQEIVGSRHNPRVIEYHSTTGRFSDDETPWCASFV
NWVLQOAGQSGTGSARALSFESYGTTLDRPAYGSIAVLAYGGGRGHCAFVVGKQGDRMLL
LGGNQSNGVNIKSFGTSQIVAYVVPPGYQPPPSAFALDGATGEVGEGGGLSDTR

>Cho4239-1 Jan
MOKFAAHPGLPRAAVLFAIMTLSACGGGEQPGAMRKVLISSTVASQTDANAAAADGLSAP
AKKEIAMQLVSSSENSSLDWKAQYAYIEDIAMGGYTGGIIGFTSGTSDMLELVTAYDQIK
PGNLLSPYLPALRKVNGSASHAGLDPNFVSDWQKAAQDPVFQQSONTLRDNAYFNPAVSL
AKQDGLRTLGQFIYYDAIVMHGPGTDSQRNSFQGNSPQALKKALPPSKGGNETAYLNAFL
DVRRALMQSEPDHAGNLDRLDTQQORLFLONGNLDLNTPLNWKVNGDSYQIR

>tr|E4N811|E4N811 KITSK Putative chitosanase OS=Kitasatospora setae (strain ATCC
33774 / GN=KSE_15150_csnl PE=4 SV=1
MHPSKHRTARTARTTRAALAILAGVLPLTLAATGAGHAATPAAGGTSAVRAAAVAAVGLD
DPAKKEIAMKLVSSAENSSLDWKAQYKYIEDIGDGRGYTGGIIGFCSGTGDMLELVQHYT
DLKAGNVLAKYLPALKKVNGTDSHTGLGSAFVNDWKTAAKDTVFQQAQNDERDRVYFNPA
VKQAKADGLRALGQFAYYDAIVMHGPGTSADSFGGIRAAALKKAKTPAQGGDEATYIKAF
LDARKVVMKQEEAHADTSRVDTEQLVFLNAKNFDLNPPLKWKVYGDPYEINS

Figure S1. Cont.
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>tr |E4NEUO | EANEUO_KITSK Putative chitosanase OS=Kitasatospora setae (strain ATCC
33774 GN=KSE 40860 csn2 PE=4 SV=1
MSFIGSKRGTAVAVAVAGGLLAVAIGGLSPATAAGTNLALNKPVTVSSTEASGYSGAKAV
DGSGTTRWSSTEGVDNQWIRIDLGAGTAVDRVVLKWEAAYAKAYRVELSDDGSTWRQVYS
TSSGDGGTDDLAVSGTGRYLRVYGTQRGTAYGYSLWEVEAYGTGGGSTASPSPTASASAS
ASPTASPSPSASSSTTPPTGGVNLDDPAKKEIAMKLVSSAENSSLDWRAQFSYIEDIKDG
RGYTAGIIGFCSGTGDMLDLVEAYTAKKPGNVLASYLPALRSVNGTDSHQGLDPGFPAAW
KQAATDPVFTQTQESERDRVYFNPAVAQAKKDGLRALGQFAYYDAAVMHGPDGLASIRSA
ALAKAKPPAQGGNETTWLNAFLDAREAEMRKEAAHSDTTRVSTEQRKFLNEGNFDLHTPL

TWSVYGEPYSITS

>tr |E4NEU7 |EANEU7_KITSK Putative chitosanase OS=Kitasatospora setae (strain ATCC
33774 GN=KSE 40930 csn3 PE=4 SV=1
MRPARPLARRTLLAGAAAAAATLVLGLNLVPASAAAGGGLTTDQRRRADQLISVFENGTTV
IQYGYAENINDGRGVTAGRAGFTTNDGDALKVVRAYTEQVPDNPLAAFVPELERLAAAGS
GDTSGLPEADYVTAWKRAADDPAFRRVQDAQVDERYFAPAMADADRLGLTTALARAELFD
ASVQHGNGSEYDALPALIARTSAKAGTPAAAGEDAWLDAFFDVRIDDLTHPANSATQAEW
SQSVDRVEALRRIARTGNRNLDGPFTVTAFGATHTIS

>sp|P48846|CHIS_NOCSP Chitosanase OS=Nocardioides sp. (strain N106) GN=CsnN106 PE=3
sv=1

MRLKHPTARLALAALLVAVPRSVAAAGTVHAAPAPAGATRLAAVGLDDPHKKDIAMQLVS
SAENSSLDWKSQYKYIEDIKDGRGYTAGIIGFCSGTGDMLDLVADYTDLKPGNILAKYLP
ALRKVNGTESHAGLASAFEKDWATAAKDSVFQQAQNDERDRSYFNPAVNQAKASLRALGQ
FAYYDAIVMHGPGDSSDSFGGIRKAAMKKAKTPAQGRDEATYLKAFLAARKTVMLKEEAH
SDTSRVDTEQTVFLNAKNFDLNPPLKWKVYGDSYAINS

>tr|B2J4Y1|B2J4Y1 NOSP7 Peptidoglycan-binding LysM OS=Nostoc punctiforme (strain
ATCC 29133 GN=Npun_R2009 PE=4 SV=1
MSCKIGSSYTIKPNDTLFEIAARELGDGDRWREIMNPNGIPFTEEEAENLQTGQEICLPK
IDEPPTQEVPGVEFFPPGTLNQLNTLTGLDAQQLTNILGMINGPEQANSKWWQTVDEEII
YGYAEDIEDGRGVTIGIYGATTGKGYNDADVIWKNYGQDYSNLPVDEIIEKVHAIANDQK
WWKAQWDAYISTYWQPTLKLLKSKNYMKALTIGVLIDTAMNAGMEDDNSENWGVEHLFTE
ASDDTDNEEDFVDRFMELRLQFPTRDSGDMEERIGAWQKLLRDRKWDMRVDLKNYVYIPQ

>tr|024825|024825 9BACL Chitosanase OS=Paenibacillus ehimensis PE=4 SV=1
MHMSNAKPSKSPARKLLALLCCFTLLASLFGATALFQPSKAAAASPDENFSPETLQFLRD
RTGLDGEQWNNIMKLINKPEQDDLNWIKYYGYCEDINDERGYSIGIFGATTGGPRDTHPD
GPELFKAYDAAKGAGNPSVEGALKRLGINGKMKGSILEIKDSEKVFCGKIKKLONDPAWR
KAMWETFYNVYIRYSVEQARQRGFTSALTIGSFVDTALNQGATGDSNTLQGLLARSGSST
NEKTFLKKFHAKRTLVVDTNEYNQPPNGKNRVKQWDTLLDMGKMNLKNVDAEIAQVTNWE

MK

>tr|E3E9PO |E3E9PO_PAEPS Probable chitosanase A OS=Paenibacillus polymyxa (strain
SC2) GN=PPSC2 c3877 PE=4 SV=1
MFKISSKLISHKTKFFMILLSFSVIASFSSLYGPLPAKALAEENGTPVQETNESNIQQIP
LTSEETTSQTAVTAIDHDANFSPSTLQFLKDNTGLDGEQWDNIMKLVNKPEQDSLKWTEF
YGYAEDIGDDRGYTIGIFGATTGGSNDTGPDGPALFKAFDAASGASNPSIAGGLARAGLK
GKMSGSILKLSDSDSVIKKKIKALONNEAWREAMWRTFYDTYIEYSVQQARKRGFNTALT
IGSFVDTALNQGATGDDGSLEGVLSRSGNSTNEKTFMTNFYAKRTLVVDTNDYNQPPNGK
NRVKQWSSLLASGETDLKNADVAIIKVTNWEMK

Figure S1. Cont.
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>tr|Q2PWAL |Q2PWAl1l 9BACL Secreted chitosanase OS=Paenibacillus sp. BH-2005 PE=4 SV=1
MKEFSLLILLSFSMIFSFGYLSNASQQKSYAAGNPDSNFFPATLNPLRDNTGLDGEQWNNI
MMLVNKPEQDDLNWIDFYGYCEDIDDDRGYTIVLFGATTGGSNDTGPDGPDLFKAYDAAK
GASNPSVKGALARIGVKGSMKGKILEINESEESFCRKIGNLOQDDPEWREAMWKTFYNIYI
KYRGEQARNRGEFNSALTIGSFVDTALNHGATGGSESLQGLLSKSGSSTDEKTFMTKFYKE
RTKIVDTNEYNSPPNGKNRVKQWSNLLNMGETDLKNADSAVLQVTDWELQ

>tr|A7HRMY |A7THRMS PARL1 Peptidoglycan-binding domain 1 protein OS=Parvibaculum
lavamentivorans (strain DS-1 / DSM 13023 / NCIMB 13966) GN=Plav_0939 PE=4 SV=1
MLSELQKEAAKATIVNIFETGAVRGDYARVTLLAGDSGHLTYGRAQTTLGSGNLHLLIKAY
CEAPGAAYARACEPYLPRLADIDLRLDSDWTFRNLLKEAGADPVMRDTQDAFFDRVYWTP
AAASAIRLGLTEALSLAIVYDSVVHGSWISLRDRTLAKAGQPSKAGERAWSLAYVRERRN
WLAMHSNTLLRKTIYRMEAFEALIAAKNWSLALPMTVRGIRIDEPALGYRPPVTASATDV
TTRNLRLTSPRMTGNDVRALEAALVKEGYAINCDGVFDEGLEKALKSFQODYGLIADGVA

GPATRIMLG

>tr|Q8KZMS5 |Q8KZM5 9PSED Chitosanase OS=Pseudomonas sp. A-01 PE=4 SV=1
MKIQRLVALAAAVSLSIGLSGCAASVEAAGTVDLDAPVQKDTAMSLVSSFENSSTDWQAQ
YGYLEDIADGRGYTGGLIGFTSGTGDMLELVRAYSASSPGNPLEQYIPALEAVNGTDSHA
GLGQGFEQAWADAAETSEFRAAQDAERDRVYFDPAVAQGKADGLSALGQFVYYDTLVVHG
PGSQRDAFGGIRAEALSAALPPSQGGDETEYLEAFFDARNVIMREEPAHADTSRIDTAQR
VEFLONGNFDLERPLTWSVYGDQFSLN

>tr |E1AXUl |E1AXUl 9PSED Chitosanase OS=Pseudomonas sp. LL2(2010) GN=CHI PE=4 SV=1
MKIQRLVALAAAVSLSIGLSGCAASAETAGTVDLDAPVQKDTAMSLVSSFENSSTDWQAQ
YGYLEDIADGRGYTGGLIGFTSGTGDMLELVRAHSASSPGNPLEQYIPALEAVNGTGSHA
GLGQGFEQAWADAAETSEFRAAQDAERDRVYFDPAVAQGKADGLSALGQFAYYDTLVVHG
PGSQRDAFGGIRAEALSAALPPSQGGDETEYLEAFFDARNVIMREEPAHADTSRIDTAQR
VFLONGNFDLERPLTWSVYGDQFSLN

>tr|A9WUI6 |ASWUI6_ RENSM Chitosanase OS=Renibacterium salmoninarum (strain ATCC 33209
GN=RSal33209 3139 PE=4 SV=1
MKLSCIRPQAGGAARNTRRKVLSLLELGAPVPNLRTRTVAVAVGGLLIASGAIAGTAAQA
NAVSSLAPAITAVSAASTGDLSAPAKKEIAMQLVCSAENSSLDWKAQYGYIEDIDDDRGY
TGGIIGFTSGTGDMLELVONYANTKPDNNVLKPFLPVLRKVNGTKSHEGLGQKYVDAWHQ
AAKDSVFLKEQDKLRDSMYFNPAVSQGKSDGLSNLGQFMYYDATFMHGPGDSSDSFGGIR
KSAMKNAKTPAQGGDEKTYLQAFATARKKIMKQENAHSDTSRVDDAQLKFLNEGNYDLHT

PLKWKVYGDPYEIK

>tr|E3FVA7 |E3FVA7_STIAD Uncharacterized protein OS=Stigmatella aurantiaca (strain
DW4/3-1) GN=STAUR_1941 PE=4 SV=1
MTTTLFACGAGGDESPGNPEAGPQELESCAYVVAASTHMGSESWGSITFKNTGTNDIQNP
QISFNVPSGVTCGEGPSGWTRLOQGGTTCQYTSSSHLTIGVDTSYTFSYFTDSSTSFTATQ
VQVSAVRCASTADEKEGLTATQKTLAEALTRIWENNTPSLDVTLQAASHGALPYEAAMSE
AKKWGLTTALSKAALYDAFIQHGEAGVRELLQRTHASLGVSGQAAPAVGPQGLSEDAWLR
GFLEQRRDTLAADPEGRYAIDRVATYEKQRRRGNWELLTAVONDVRARDCWNVAYPDSGF
TVRKLNPDGSWSTPASYLYSCR

Figure S1. Cont.
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>tr|AOAD68 |AOAD68_STRAM Putative secreted chitosanase OS=Streptomyces ambofaciens
ATCC 23877 GN=SAMR0713 PE=4 SV=1
MRHPSPDPARPAGTRRRTVLAMANASLAAVPLLTPPRAAATPARAAGLDDPAKKEIAMRL
VSSAENSSLDWKAQYGYIEDIRDGRGYTAGIIGFCSGTGDMLDLVELYTARSPGNVLARH
LPALREVDGSDSHEGLDPGYPGDWQRAAGDPEFRRAQDDERDRVYFGPAVRQAQADGLRT
LGQFAYYDAIVMHGGGGDRLGFGSIRDRALGRARPPAGGGDEVAYLHAFLDARVWAMKQE
EAHSDTSRVDTAQRVFLREGNLDLDPPLDWQVYGDSYHVG

>SAV 6191
MKRAKLLLLTAVPAAVAAATAVYLFGLAPSDPDRTESPKPPSRQSSASAQGLNAPAKKEL
AQEIVASAENSTLDWRSAYGYVEDIGDGRGYTAGVIGFCTGTHDLLTLVERYTKDHPGNG
LARFLPALRAVDGTDSHAGLGRAFTAAWRAEAGVAAFRAAQDAERDRVYFDPAVRLARHD
GLGALGQFIYYDAMVVHGPGTDPHSLQGIRARALREADTPAEGGSETRYLDAFLDVRRTV
MKSEKSHHDTTRIDTAQRRFLYDGNLDLRTPLEWRVYGERYRVP

>SAV 2015
MHSPHIRTSRRTLLALIGASLVAGPLVANQSATAA PVGLDDPAKKE IAMKLVSSAENSSL
DWKAQYKYIEDIGDGRGYTAGIIGFCSGTGDMLDLVELYTQRKPGNVLATYLPALRNVNG
GDSHQGLDPGFPGDWRRAAQDSAFQQAQNDERDRVYFDPAVRQGKADGIGVLGQFTYYDA
IVMHGDGGDSTSFSSIRGRALAKAEPPAQGGNEVTYLNAFLDARVWAMRQEEAHSDTSRV
DTAQRVFLTKGNLNLDPPLDWKVYGDSYHIG

>tr|D7BYX5|D7BYX5 STRBB Chitosanase OS=Streptomyces bingchenggensis (strain BCW-1)
GN=SBI 02563 PE=4 SV=1
MPKRIGLVAAAVAVPAALVLTSVGIGOAAEHTPSSAQAVKAEHRTAAVKNLDDPAKKEIA
MKLVSSAENSSLDWRAQFKYIEDIDDGRGYTAGIIGFCSGTGDMLELVEYYTQVKPGNVL
AKYLPALREVDGSDSHDGLDPNFTKDWKKAAEDKAFQDAQEHERDRVYFNPSVSQGKADG
IGTLGQFIYYDAIVMHGPGDSKYSFGGIRKTAMSKAKTPAQGGDEKTYLNAFLDARKKAM
QSEEPHSETSRVDTEQRKFLNEGNLGLEPPLKWKVYGDPFEIN

>tr|Q9S221|Q9sS2Z1_STRCO Putative chitosanase (Putative secreted protein)
OS=Streptomyces coelicolor (strain ATCC BAA-471 / A3(2) / M145) GN=SC02024 PE=4 SV=1
MKRAGVLLLGALPVIAAGVYFAVPDDSADPADTAAASSSSSATARSDRDDAKDRAERERE
ADDALIADLPPGLAAPAKKELAQQLVSSAENSTTKWRTAYGSIEDVGDGDGYTAGIIGFEC
TGTHDLLMLVERYTEDHPDNGLAEYLPALREVDGSDSHEGLDPGFTAAWKAEAEVPAFRA
AQEAERDRVYFEPAVRLAKLDGLGTLGQFVYYDAMVFHGPDTDAEGFYGLRERAMAEART
PGQGGSEKAYLETFLDVRKQAMEAKRPGIDTSRVDTAQRRFLTAGNLKLATPLVWEMYGD

TYRVP

>tr|Q9RJI88|QIRIB8 STRCO Secreted chitosanase OS=Streptomyces coelicolor (strain ATCC
BAA-471 / A3(2) / M145) GN=SCO0677 PE=4 SV=1
MRHPFRDPARPAGPSRRTVLAMACASLATVPLETPSHAAAASARATGLDDPAKKEIAMQL
VSSAENSSLDWKAQYRYIEDIGDGRGYTAGIIGFCSGTGDMLDLVELYGERSPGNVLAPY
LPALRRVDGSDSHEGLDPGFPDDWRRAADQDPQFRRAQDDERDRVYFDPAVRRGKEDGLR
TLGQFAYYDAMVMHGDGGGLGFGSIRERALGRARPPAQGGDEVAYLHAFLDERVWAMKOQE
QAHSDTSRVDTAQRVFLNEGNLDLEPPLDWHVYGDAYHIG

Figure S1. Cont.
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>BN159 0394
MRRNTMLWQAITATVLTGGLVVGYVGLTPASAAGSNLALGKPVTASSVEGAGFEPAKAVD
GSTSTRWASLEGVDNQWIQIDLGSVTDVAQVVLKWEAAYAKSYRVEVSDDGSTWRQVYST
TTGNGATDDLAVSGSGRYLRVYGTQRATAYGYSLYEVEVYGDSPTSPDPTTPPDSTTNLL
AGRPTSVSSVEGTGFEGGKAVDGSTSTRWASVEGVDPQWLRVDMGSTKTVGRVVLKWEAA
YAKSYRVEVSDDGSTWRQVYSTTTGDGGTDDLAVSGSGRYLRVYGTQRATAYGYSLYEVE
AYGTGSTTPPPSDTANLDDPAKKEIAMKLVSSFENSSLDWRAQFAYIEDIGDGRGYTAGI
IGFCSGTGDMLDLVERYTQKKPSNPLAPYLPALREVNGTDSHAGLGTSFENAWRTAAQDS
VFTKTQEEERDRVYFNPAVGQAKTDGLKALGQFAYYDAAVMHGEEGFRAIRSRAVSRVKP
PSQGGNEVTFLHAFLDEREEEMRKEEAHSDTTRVSTAQRRFLNEGNLHLNIPLYWSVYGE
SFSITS

>BN159 0876
MRHPTRRTLLAATVASTAAIPLLNAGHAGAVRAPGLDDPAKKEIAMKLVSSAENSSLDWK
AQYKYIEDIGDGRGYTAGIIGFCSGTGDMLDLVELYTDRSPGNVLAKYLPALRAVDGTDS
HAGLDPDYPRDWRRAAQDRAFQQAQNDERDRVYFDPAVRQGKADGLRALGQFAYYDAIVM
HGGGSDRLSFGSIRRRALQSARPPAQGGDEVRYLHAFLDARVWAMKQEEAHSDTSRVDTA
QRVFLRQGNLDLNPPLDWKVYGDSYHIG

>BN159 6425
MRRTGILAFALAPVVLTAGAYFLMPTDSAESPAAPPVSAAQLAREEAKERAETERAEDEK
TIASLPPGLADPAKKELALKITATAEFSSLNWRLGYGSVEDNGDGCGYTAGAIGFCTGTH
DLLDLVERYTETHPDNGLARYLPALRKVDGTDSHEGLDPGFPAAWKAEAKKPAFRAAQDE
ERDEVYFNPAVRLAKLDGLGTLGQFVYYDAMVLHGPDPSANGFYGLRERALHEARLPSRG
GSEKAYLDIFLDLREQAMKRKKSTADTSRVSTAQREWLYDGNLSLNTPLSWRMYGEPYQV
S

>tr|C9EOE7|COEOE7_STRLI CsnA OS=Streptomyces lividans TK24 GN=csnA PE=4 SV=1

MRHPFRDPARPAGPSRRTVLAMACASLATVPLFTPSRAAAASARATGLDDPAKKEIAMQL
VSSAENSSLDWKAQYRYIEDIGDGRGYTAGIIGFCSGTGDMLDLVELYGQRSPGNVLAPY
LPALRRVDGSDSHEGLDPGFPDDWRRAADQD PQFRRAQDDERDRVYFDPAVRRGKEDGLR
TLGQFAYYDAMVMHGDGGGLGFGSIRERALGRARPPAQGGDEVAYLHAFLDERVWAMKQE
EAHSDTSRVDTAQRVFLNEGNLDLEPPLDWHVYGDAYHIG

S8

>tr|Q7WTO07 |Q7WT07_SACTO Putative secreted chitosanase OS=Streptomyces sp. AM-7161

GN=csn_StrAM-7161 PE=4 SV=1
MPPTINGCAAAASRPSSPPRPPASCSPPLAGLTSATAAAVNLAANRPVTTSSTESGSFGG
AKAVAGSASTRWASAEGVDNQWIRIDLGSATTLGRVVLKWEAAYARAYRVELSDDGSTWR
QIHATTTGDGGTDDLSVNGTGRYLRVFGTQRGTPYGYSLYEVEAYGAGATTPPPSSGTGL
DDPRKKEVAMKLVSSFENSSLDWRAQFAYIEDIDDGRGYTAGIIGFCSGTGDMLELVERY
TAKKPGNPLARYLGALRAVDGTDSHEGLDPGFTNAWRQAAQDTVFQQTQEEERDRVYFTP
AVSQAKQDGLRALGQFAYYDAAVMHGESGFRDIRSVALSRALPPSRGGDEKAYLKAFLDA
REEEMRKEEAHSDTTRVSTAQRRFLNEGNLDLNTPLHWSVYGEAFSLTG

>CsnN174
MHSQHRTARIALAVVLTAIPASLATAGVGYASTQASTAVKAGAGLDDPHKKEIAMELVSS
AENSSLDWKAQYKYIEDIGDGRGYTGGIIGFCSGTGDMLELVQHYTDLEPGNILAKYLPA
LKKVNGSASHSGLGTPFTKDWATAAKDTVFQQAQNDERDRVYFDPAVSQAKADGLRALGQ
FAYYDAIVMHGPGNDPTSFGGIRKTAMKKARTPAQGGDETTYLNAFLDARKAAMLTEAAH
DDTSRVDTEQRVFLKAGNLDLNPPLKWKTYGDPYVINS

Figure S1. Cont.
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>SACTE_5457

MEHPHNRTARRTTRLTRTGCLAAAATGLALMATPVTAHAGA PTQPAAHHLEAAATGLDDP
AKKDIAMQLVSSAENSTLDWKAQYGYIEDIGDGRGYTAGIIGFCSGTGDMLALVERYTDR
SPGNVLASYLPALREVDGTDSHDGLDPGFPRDWAEAAKD PVFQQAQNDERDRVYFDPAVR
QAKDDGLGTLGQFAYYDAIVMHGGGGDSTSFGSIRQRALAEAEPPSRGGDEVAYLDAFLD
ARVWAMRQEEAHSDTSRVDTAQRVFLRDGNLNLDPPLDWQVYGDSFHIG

>SACTE_5458
MKTKLLALAAALALTGCSGPGPDAPEKGLADPAKKDIAMRLVSSAENSTLDWKAQYGYIE
DIGDGRGYTAGVIGFCSGTGDMLKVVERYTAARPGNALERFLPALRAVVGGDSHEGLGDA
FTEAWARVADDTAFRRAQDAERDETYFDPAVARAEADGLSALGQFVYYDAFVMHGYADAK
GTVGFRTIRAEAVEAADPPSRGGDEEAYLDAFLDARVRAIRQEPSHSDASRVETAQRVEV
HEGRLQLETPLVWKVYGESFRIDGP

>SACTE_5886
MPVKPVTRLVLEFGAPIATAASILFSRGDSEPPKLTPOAAAPAPSDQEEPEAVARAEEHAE
EIDALPPGLAAPEMKEIASRLVSSADASTLDWRSRYGAVEDLGDGNGYTAGIVGFCSGTN
DMLQLVEAYTEEQPDNPLAPYLPALREVDGSDSHEGLDPGFTRAWREAAEDETFRSAQDR
LRDRLYFDPAVRLAKLDGLGTLGQFVYYDAMVLHGPGVEANGFYGIRDAAMAQADTAAEG
GDETAYLDAFLDAGRTAIRARTVQRDTSRIDTAQRVFLRDGNLELRTPLVWRMYGEDFRIP

S9

>tr |D2AW85 |D2AW85 STRRD Chitosanase OS=Streptosporangium roseum (strain ATCC 12428

/ DSM 43021 / JCM 3005 / NI 9100) GN=Sros_2053 PE=4 SV=1
MPISSDPRPGRRALRLLLAPVVAAAPALVLFAGPGHAAVPAPHLSAPSQGSVTAAAADLT
DPRKKDIAMQLVSSAENSSLNWKAQYKYIEDIDDGRGYTAGIIGFCSGTGDMLELVELYA
ERKPGNVLAKYLPALRKVDGTDSHKGLDPNYTKDWATAAKDKVFQQAQNDERDRVYFNPA
VQOAKKDGLRALGQFAYYDAIVMHGDGGDPESFSSIRRNALKKAKPPAQGGDEVKYLHAF
LDARKVAMKAEEAHEDTSRVDTAQRVFLNKGNLDLNTPLSWKVYGDPYTIG

>tr|C4KDK1 |C4KDK1l_THASP Peptidoglycan-binding domain 1 protein OS=Thauera

(strain MZ1T) GN=Tmzlt 3574 PE=4 SV=1
MERIIPCTDCAEKTLDVEQLGFRVTSCDPHPERPGFCVLRFEDRSATPAAGASLAAPAAA
ARAGRGAVAGGVTATQAAVAKAIVNLFETGEVLGQYGKVTLIPGDTGHLTFGRSQTTLGS
GNLAKLLQQYCANPGARFAGRLASYLPRFLAIDESLDDDPRLHNVLRATADDPVMRDTQD
AFFDRTYWEPALRAAASLGVHTPLGVAVVYDSAVHGSWLAMRDRTTRAVGEPAAVGEQAW
IDAYVRTRRAWLEGHARADLRQTVYRMEAFGRLIDQGFWGLEMPLVVRGREISSVTLAAL
PPGCYDGPQPGSRPLTLATPLARGLDVRLLQLGLSDRGVDILADGIFGRTSFNLLKAWQA
QHGLAATGIADPALIGELTA

sp.

>tr|A7TK8G4 |A7TK8G4_9PHYC Putative uncharacterized protein 2Z204R OS=Acanthocystis

turfacea Chlorella virus 1 GN=Z204R PE=4 SV=1
MFAISMSITPENKQSIIADYVKRMLALAEKELNAVGDRYKGLGPNRRVQFKTALGNALIK
GDPVPTPDPEQSHDTKPAPGNVPTPGPSTGTTRIPSSIVPQLATLGFSETDADTILSLIS
LPENSNTEWWKNYNFASRLGDGRGWTVTLYGACSGTGDLVMILKDLQKINPHHKLVKYIP
AMEKTEGEDVRGLENLGRDIKSLGDDKEWQQAVWDIYIKLYWNFARNEFSDKLINRPGAKL
TSPLTRGFMVDTALNHGADLDSFGPILKGMNNKDEQDEATWFLDFCESRRKLLKRGFQDL
DTSKTGDRCTLWANIFKSGNTSLTRPIKCYRGYWGNKTIS

Figure S1. Cont.
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>tr|Q84608|Q84608 PBCV1 Chitosanase OS=Paramecium bursaria
GN=A292L PE=4 SV=1
MSNKIEITDDNKMTIQNDFVSRMMKSIDQELVAMTNKYSGFGPGRQTNCKKALAKALGET
PVNPPVNPPVTPPVDTHIPSQVEAPLKKLGFNTTNADTILSLIALPENSTTQWWKNYNYA
SCLKDGRGWTVTIYGACSGTGDLLMVLESLQKINPNHPLVKFIPAMRKTKGDDIRGLENL
GKVINGLGDDKEWQTAVWDIYVKLYWTFAADFSDKTGSAKNRPGPVMTSPLTRGFMVDVA
LNHGSNMESFSDILKRMKNREEKDEAKWFLDFCETRRKLLKAGFQDLDTSKTGDRCTLWA
NIFKEGNVGLKRPIKCYNGYWGKNIVIS

S10

Chlorella wvirus 1

>tr|012288|012288 9PHYC VChta-1 protein OS=Chlorella virus GN=vChta-1 PE=4 SV=1

MSNKIEITDDNKMTIQNDFVSRMMKSIDQELVAMTNKYSGFGPGRQTNCKKALAKALGET
PVNPPVNPPVTPPVDTHIPSQVEAPLKKLGFNTTNADTILSLIALPENSTTQWWKNYNYA
SCLKDGRGWTVTIYGACSGTGDLLMVLESLQKINPNHPLVKFIPAMRKTKGDDIRGLENL
GKVINGLGDDKEWQTAVWDIYVKLYWTFAADFSDKTGSAKNRPGPVMTSPLTRGFMVDVA
LNHGSNMESFSDILKRMKNKDEKDEAKWFLDFCETRRKLLKSGFQDLDTSKTGDRAILWS
ELFKTGNVGLKRPIKCYNGYWGKNIVIS

>tr|ATRBES5 |ATRBES5 PBCVA Putative wuncharacterized protein
bursaria Chlorella virus AR158 GN=C342L PE=4 SV=1
MFMTSRIEITEDNKSKIQNDFVSKMMEDIEQELDAMTKKYSGFGPGRQTNFKRALSRALE
ETLVKPPIVPPVDSHIPSHVEASLKQFGFSIENADMILSLISLPENSTIEWWKNYNYAER
LHDGRGWTVTLYGACSGTGDLLMILEALQKINSKHPLVKFIPAMRKTKGDDIRGLENLGK
VINVLGDDKEWQEAVWEIYIKLYWTFATDFADKKNSAKNRPGAVLTSPLTHGFMIDVALN
HGANMESFEPILKNMKNREEKDEAKWFLDFCEARRKLLKSGFQQLDTSKTGDRCTLWANI
FKSGNVGLKRPIQCFDGYWGKNFIIA

>KUTG_00281
MRARCLVAATMLAVGVAVGGCESDVPNGPTATSKAPRPGGGLTADQRRRADQLISIFENG
TATVQYGYAEDLHDGRGVTAGRAGYTTNDGDALRVIQAYTDLAPGNGLARFAPALRQLAD
TGSGDLPEADYIAAWRQAADDPAFRRVQDDQVEQNYFTPAMAAADRLGLITPLARAELYD
AAIQHGHGADPDGLPALIDRATARAGKVDEAAWLTAFLDVRADDLRNPANADTKEEWSKS
TDRVECFRRIAATGDYTLAGPLTVTAYGVTYSLA

C342L

OS=Paramecium

Figure S1: FASTA-formatted sequences of all the proteins presented on the phylogenetic

tree (Figure 1).
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