
>lcl|A6XKD2_9PEZI/6-138 (A6XKD2)
FLEWFSGFVDAEGCFHIKEFVIKLNVLLVKFIHETGIGRIAITFEVGSILIDLSKVLDFLSFKKAFFYKLLG
LFEGDGSFIIQTPKFEIELNEIKEFLINYFIQHLKAKVTGIDFFYNDKSKDFEIFCTICES
>lcl|A7LM72_FUSOX/47-179 (A7LM72)
FLAFLVGLIDGDGYIQITKLVISLDISTLEYIHSTKLGSVNVLVINRTVLFPLNRINQFNLAMHILKNWIVG
FTCSEGSFFIKDGCFQLKQTNLFEAFKLVFFNQFGVSQTVINFFSFLKYIQYMKWLSNLQN
>lcl|Q3T4F0_RHIOR/50-182 (Q3T4F0)
FLAMLVGLIDGDGYIAITDLIISLDLDLINYIHSVKIGRVNKLTISRTILFPFNREAQFDKVMFILQNWIVG
FTIAEGSFFVKDICFSLKQELLFEAFKIIFYSKFMVSQKVVDFFSFYKLTQYNLWLNNIRE
>lcl|Q6UVR9_PSEAK/23-155 (Q6UVR9)
IKPFFVGLFEGDGCISTQVLTLELNISMLKQISGFGHVSKGRKWRAVSNCLKFPKRLQLEHLQRCDLPWLSG
FIEAEGCFHSQGFSISRNTWYILNAIKTYFYVIQMGGSLIIAHFKQYKDVSFKAFCKYGTF
>lcl|Q6UVV4_PSEAK/49-181 (Q6UVV4)
LEPFFVGLFEGNGCLYMRVLQIDLNEAMLKMIASHGTIQYEKKWLAIADCLSFPKICQLNHLKQCIKPWLSG
FTEAEGCFRSTRLSFYISQWYILNAIKTYLTVQYRVSENIVNHFSQYKKISYESFCQFYFA
>lcl|Q9T2T0_MARPO/24-156 (Q9T2T0)
MKQFFVGLIDGDGSIQVNRIIIKLNHLMLKQLSKVNIGQIYIQIDHKTVVLGLPAYTRYLFLRFCFLNWFVG
FTTAEGCFCIRSHSFSISQYYIMEAIKTKFPIYLIETARVIDFFSREKLLQFHKFISAFYK
>lcl|Q3T4A6_SMICU/31-163 (Q3T4A6)
LEKFLVGLLDGDGCITVFLLNNELMFNLLKKKLEMERKDKYVYIESKKKTLKLPKICQLEYFKKFLEGWLSG
FIEAEGNFKLISRQFQIGQKYLLLAIKTYLPLHYRISNNLLKHFKENKLLSYNIWYNSFKV
>lcl|Q950P9_9FUNG/4-136 (Q950P9)
LTPEFIGWFHGDGDGYLGEINFNLDKDLLYLMKESNIGNISERYRISSKILPINTKHIYWQFKQAHINWLIG
FFEAELAFYVSRAGWSVTQPLVLEAIKEYMGTNQRLSINIISSSNKYKKLQYNKWCFNLSN
>lcl|YMRF1_YEAST/85-217 (P03881)
FYKWLVGFTDGDGSFYIKFYGFRMDKACLEKIRNMNMPSNFEMLVNSQNIVTFPKYYSYYKWKMAMIYWILG
FIEAEGSFDTSICGFNVSQINTLKAIKSYVDSSIKLTFNRMDFLYYRKEIDFQLWKTTMEI
>lcl|A5J038_GIBZE/134-266 (A5J038)
DPSYVTGFTDGEGSFILTRFVISLDLVLLNSLKNFNTGSVFLQYRVESIIINFPKQADYMLFKLAYNLWLAG
FTDAEGCFSVVKLSFIITQEFLIKSLIEYLAIDFKVSNIIIPFYDKNKSLDFKDFSRVVTL
>lcl|YMN3_PODAN/143-275 (P15563)
NPSYISGFVDGEGSFMLTRFVISLDLSLLNKIKEFDVGNVFLQYRVESLIINFPKQADYKLFKMAHNFWLSG
FVDAEGCFSVVKLSFILTQEYLIKSLIEYLTIDFKVTDIIVPFFIKNKNLDFTDFCEVVRL
>lcl|Q35928_SCLSC/134-266 (Q35928)
NPWFLTGFIDGEGCFRISFFQINLDIALLEDIRDYGVGMIHKQYRIQTILINLPKKWDFELFKQAHEHWFSG
FTSAEGCFMVGYLSFIVTQELLLKCLIDYFVYEYQVSEKFIDFFDKEKSKDYLDFRTVSEI
>lcl|Q4VWW5_OPHNO/423-555 (Q4VWW5)
NPWILTGFADAEGSFLLRGFQITLDKSILENIQSTKVGVIANSLKVTRVIIDFPKLGDYMLFKQAFCKWLAG
FTSGEGCFFVNQLVFSITQKNLMNSLITYLWLDFVVTDKIIPVFQEVKLEDFEDWCKVAKL
>lcl|Q02694_PODAN/133-265 (Q02694)
NPWIVVGFSDAESSFMIRVFSIAVDLFLLESIKTFGLGSIKKSYRIESFIIPFPKLGDYLLFKKVVENWLAG
FVSGEGCFKSIILIFQVTQEKLMESLISYFWLSYIVSTKIIPFFLQSKNLDFNDWCKIATL
>lcl|Q7YEU6_SACSE/415-547 (Q7YEU6)
MHSFFVGLFEGDGSIQVNRLVIKLNMNMLTNIMNYGTMKINKVMNNSSKFIDFPKRYQLAFMKSMFENWFVG
FIEAEGCFTNRNYSFSFSQKMLMLFLKNYFTYILEVYMFICDFFNKYKLYQFNNWNYNKCH
>lcl|Q6DN58_KLULA/138-270 (Q6DN58)
YKMLFVGLFDSNGNIQINRLIIKLNINILNNIKHYGNININNIINDIKNLIKFPKKLQLAFIKSIYYVWFLG
FIENKGKFIIRNNSFLFYIKHLIEFLKNYFIYILEVYNIFIKFFNKLQGYKYIEYIKWKKI
>lcl|O20960_CRYPA/124-256 (O20960)
NPWFLTGFSDAECSFSILVFAIGLDLELLKRIQSYGVGKIHIQFRIDSVIINFPKWADYTLFKKALDNWISG
FASGDSSFNVKQLRFGIGLKALIQYLVAYFSARFEVVDKIIPFFDKKKSLDYINFKEVADI
>lcl|Q0QIP1_OLTVI/28-160 (Q0QIP1)
FGPYLAGLIEGNGSIYVPLLTIRFDLPLAEKIKEIGARSSYHQKNTKSLVIQIWLTCGFFRTPKLVDSWLAG
VVDSTGNFYVNNFRMEAKQFPIMSKLARYFCIDNRIDQKVIDYFYKSKRLDFLTWVEIKRI
>lcl|B3GTB2_VOLCA/11-143 (B3GTB2)
IKCFFVGLMDGDGSIQVNRMVIKLNIRMLNQIAAVGKVTVQCVLWVVDNIVKFPRLKCQLYFLKSCLAWISG
FTEAEGCFTIRIPSFSIGQLELLLFLALYFSFYLFETISICAHFNKGAKKDSFEKFKKLSS
>lcl|Q36472_PODAN/60-192 (Q36472)
NPSFISGFSDAEGSFVVTRFQIKLDRALLLLIQNYGYISTLKEFRVSDIIIPFTKYKDFIIFKQIVSNWVAG
FSAGESNFFITWLRFSIAQILLLKSLVEFFVCEFIVTIYIIPFFEKSKYKDYVNFKEAAIP
>lcl|A5J036_GIBZE/56-188 (A5J036)
NPWFVTGFTDAEGSFMIHTFQIKLDLSLLEEIKIYNTGSINTVYKVRSIIISFNKKADFELFKLIINEWMAG
FVSGEGSFSVYSLSFRVSQKQLLKSFVDFFKAVIFVTDKIIPLFNEVKYKDFKDWSLVAKM
>lcl|Q6U7W7_CRIPE/39-171 (Q6U7W7)
DPWWITGFTDAEGSFGLYVFSISLDRDILSQIQNFGFGGIHSKYTVKSIIIDFLKLNDYKLFKLAYNYWVSG
FTSGEGNFMIDGLRFTITQKQLMISLIDFFCFNLTIRTKIIPFFSKDKLLNFQNFIEASKL
>lcl|A5J035_GIBZE/133-265 (A5J035)
NPLFLTGFSDAESNFTVRVFQIELDLNVLEKISSFGVGKIYHMVQSLRVIINFPKLEDFQLFSQIVTYWMAG
FVAGEGCFSIRQLRFNVTQKVFMNSLVAFWKVDFQILDKVIPLFQSVKSKDFADFCKAVDI
>lcl|Q8HHC4_CRYPA/181-313 (Q8HHC4)
NPGVWSGLIDGEGSFSIIKFQLGLDYDILSQLQLFGAGAIYLNYMISSKLILLPKSTDLLLFKQIIDSWLSG
FVSAEGNFDVRQLRFRITQIKLMESLVQFLAVHLSIVNRIIPLFNEVKSLDYKDWCKIHEL
>lcl|Q9XKY8_AGRAE/8-140 (Q9XKY8)
TGDWISGFTQSDGSFVVSVFNITQELEMFKALHKHGIGKIYTRRNITFLAYTFSKEKKHLTIEGTLQEFVRG
VVDGDGSFNISVANFTVVTISILNQLVDFFAARYQVQEKILPIFINKKQERFEIVIKVCRL
>lcl|Q6V9C2_PENMA/88-220 (Q6V9C2)
WLIWLIGFVEGDGAIQTYRVRFVLESAILYFIHNKNIGVVKHRLIVDNLLAFFLRIKQLSLWIQSLNAWLSG
FTDAEGCFNVSKMRFILDQSIILTKIRDLFVFRYTVTNNIKNYFERKKADSFKKWCIIHDM
>lcl|Q85MA9_9FUNG/42-174 (Q85MA9)
VQQFWVGLMDGDGSIQVNRMTIKLNRGMLNIIAEHGKHRPDGRWVVDSIITRYPRMVNKLAFMRECIAWISG
FIEAEGSFNTRNHSFSITQPHLLHYIRDYFLSRLEVYLRIINHFDKDKAISFAKWAELVKL
>lcl|Q8W9R2_MESVI/5-137 (Q8W9R2)



NFYFWVGLMDGDGSIQVNRFVIKLNHQMLTQFCQCMGGRITNVWVVNDRLANLPEFLKENLQRNNIDYWISG
FIEAPCCFTIRNHSFSISLRVLLEKIRDYFFYVLEIYEILFSIINHEKKISFKYFQSVMLS
>lcl|Q33761_ALLMA/84-216 (Q33761)
RLEWFIGFAEGDGAILAFRLRFVLEGAILYQIQRVGFGNVVFRYIVDSILFFFLRISQLKVWYDRLLAWVSG
FTDAEGCFTVSVVKFLLDQFSVLMHIRDLFVYRYTANTPIINYFTAKKAISYNKWLEIVKM
>lcl|Q33639_AGRAE/108-240 (Q33639)
NPWFITGFTDAEGSFMVSSFAIHIDISLLNQIQKTGVGNVRKLFRVDNVIINFPKASDYIIFKKCYNYWISG
FASGDSTFSVSRLIFGTCLKELLIGMANYFTSLLQIKDIIIPFFNKVKHLDFYDFKLISNL
>lcl|Q02692_PODAN/138-270 (Q02692)
NPGVWSGLIDGEGSFSIIKFQLGLDYDVLLQLQLFGAGGIYSNYIISSKLVVLPKSVDFFFFKQIIDSWISG
FVSAEGNFDVRQLRFRITQIILMEKLVQYLIVDFSLINRIIPIFKEVKSKDFEDWCKIHEL
>lcl|A7UG12_PHANO/102-234 (A7UG12)
NPGVWSGLIDGEGSFSIIKFQLGLDLNLLCLLQQHGIGSIHLNYSIDSNLILLPKAADFLLLKKAVEYWISG
FVSAEGNFDVRQLRFRISQLILMQKIVEYLIVDFKDINILVPFFDEIKLHDYLDWCKIHSL
>lcl|Q35135_NEUCR/136-268 (Q35135)
NPWVWSGLIDGEGSFNIIKFQLSLDLNLLYLLQQYGIGSIHLNYSIDSKLIILPKAADFFLFKQAVKYWISG
FVSAEGNFDVRQLRFRISTIRLMEKIVEYFAVSLTIVNILVPFFNKIKLYDYLDWCKIHSL
>lcl|O47564_AGRAE/110-242 (O47564)
FYQWLVGFTDGDGTFSIVSLTYKINLRILHFIKNQKVGSIYIHFRIRDVIFPFSKHFNYIKFKKAQQAWLIG
FTEAEGSFYLVVHGFEITKKIVLIAIKHILTFTVVTTENIINYFKNMKSIEYRIWSRAYVK
>lcl|A5J058_GIBZE/104-236 (A5J058)
FHQWLVGFTDGDGSFSIVTLFFKLNLRAIHFIKNQGVGSIYVDFRIRDTILPFPKYFSYLKFKKAYEYWLIG
FTEAEGSFYLVVHAFEITQFIVLKAIAHILRHTVVTTSNIIDYYSKIKAVEFRIWARSYVK
>lcl|Q3T4F6_RHIOR/77-209 (Q3T4F6)
FQQWLVGITDGDGSFSVLTLTFKINLRALYYIKQQGVGSVSVSFRIRDIIFPFPKYFNYAKFKSAYASWLIG
FVEAEGSFYLVVHEFSITQRVVLEGIRHILHYMIDTTSNVSKYFFNMKGVEYRIWSRSFNK
>lcl|A5J042_GIBZE/12-144 (A5J042)
NPHYVTGFSDGESCFHLSGFTIVLDELLLRSIQSFGIGNLKVQYRVFSIILNFPKHTDFLLFKEALAYWVAG
FTDGEGCFWIKVIGFQISQLPLMEKFISFFAYSLVVTEKIIPFYMASKSEDFKDWCRAVQL
>lcl|A5J063_GIBZE/116-248 (A5J063)
DPNWVTGFVDAEGCFSTISFEINLDEQILVSIKSFGVGQVYNIYRVTNNIIPFPKALDFLLWSKVIEQWVSG
FVAGDGGFSIYSCRFHIAQLELMKLFIKFFRCDFYVQEKILPHFDTLKQQDYLCFKECVSI
>lcl|Q8SHQ9_TRIRE/1-133 (Q8SHQ9)
MARPQGGFSDGEATFTFNFYIITLDLPLLALIQKYNKGQELQILTISSAVIKFPKLVDYLLFKQVYTYWLAG
FTSAKGHFGVKVLKFTLTQKLLLENFISFYWGVFEVTSIIIPFFQKVKAKDFASFCFICKM
>lcl|Q02693_PODAN/55-187 (Q02693)
HPWFITGFTDGEGCFWIGFFQIALDEALLKAIQKYGIGAVKITFIVSSVIIPFPKLADYFLWKGIIEMWMAG
FTSGEGSFFVNRLEFEIAQELLMLSFTEFFMVKFRCTTIIVPFFKENKIKDFQDFCKVCEL
>lcl|A5J046_GIBZE/53-185 (A5J046)
HPWFVTGFTDAEGCFWIGFFQIALDVALLNNIQSYGIGTVAVYFIVSSVIIPFPKIVDYRLWKSIISMWMAG
FTSGEGSFFVNRLGFEIAQELTMATFTSFFMVKYRCTTLIIPFFKENKLLDFEDFGKVALL
>lcl|MBI3_DEBHA/262-394 (A9RAG7)
LLALMVGFMDGDGYIRMNSLIMNLDLKLLQYFHQQNMGKVYNKLARWEKLDLNPEYHNMKFLTETRQNWLVG
FTMAEGSFLIKDICFQLKQLELFNNMTLFFYMQFNVSQNMINFFSFNKLISYNKWLFTIKN
>lcl|Q5EM51_9FUNG/8-140 (Q5EM51)
LTWFITGLTEAEGCFNINRFSIAVDLELLKLVKDCNCGTISERYFTVSIIIPFLKLLDFEDWVLAANNYISG
FIAGDGSINIHSIFLSITQLFLMNEIKDFFSVQLLIESTLIPFFNKIKLINLNKIIKILEL
>lcl|Q950N2_9FUNG/92-224 (Q950N2)
FLAWLSGFTDAEGCFQIVRFVIGTDRPLLEYLMSQNTGTITNTTRISHVILPFPKSLDFKDLEYAFIYWLLG
FVEGDGSFISKNSYFSISQQILIYEIKNFLQVSLEITSILIPLFYSRKQIDFDRFFIVVQG
>lcl|Q3T4D3_SMICU/10-142 (Q3T4D3)
NPNWVTGFTQADGCFNITRFIISQDELLILSIKNFNCGIIIKQYVVNSIIIPFPKYTSYLIFKNIIENFIGG
LIQGDGCFNISQAQLFIAQIELLSEIKKFFIIEIKNINKILPLFNEDKLKQFIIFKQIVNL
>lcl|O20958_CRYPA/58-190 (O20958)
FYQWFVGFSDGESSFQIQSFTISLDIAVLKFIKDKEIGNITVVFSVTNKLISFNKYLDYLDFRKAFLNWLLG
FIEAEGSFFISSIELSNAQDFLISDLGFDGSAILLIKNYLVPYLSTKKGQDFEDWKLICEA
>pdb|2AB5|A|pdb|2AB5|A|gi|75766112/16-148 [Saccharomyces cerevisiae] Bi3 Laglidadg Maturase
IYAYIVGLFEGDGWITISELGIEXDIQLLYKIKNIGIGKVTIKFNVRNIIIPFPKHYDYLYFKDNLLSWLIG
FFEAKSCFSIYTASFEVSXXEVXLAIKSYLNSKXTTKKNVVXFINNYKKLQYLLFLKDLRT
>lcl|Q32X64_AGRAE/34-166 (Q32X64)
FSLWFSGFIDGEGNFQVFIFRIRLDIAILFKIKKFGVGKVSITNTRDIVLLPLKKWLDYIDFKLVINYWLLG
FIEGEGTFGFKTPYFQIGQLKVLQSIALYLSAPLILSNNIDSLYDYRKGVDFYLWGIALHF
>lcl|O47502_VENIN/98-230 (O47502)
TYAYLVGLFEGDGFFTVSELGIELDVQLIYKIKDLGVGVVGFYFKVRKNILPFPKQFDYLRMRTILLAWLVG
FMEAEGCFSVYVASFEISQEILVLAIRKFLNFKLKVSENVIKFIDRNKKLQYIIWIKKLRT
>pdb|1P8K|Z|pdb|1P8K|Z|gi|42543265/5-137 [Emericella nidulans] The Structure And Dna Recognition Of A Bifunctional Homing Endonuclease 
And Group I Intron Splicing Factor
TYAYLVGLFEGDGYFSITELGIELDVQLIYKIKKIGIGIVSFALRIRDFILPFPKQYDYLRFRNALLAWLVG
FIEAEGCFSVYIASFDIAQDILISAIRKYLCSKLKVTENIIKFLQNNKKLQYLLWLKQLRK
>lcl|PAN3_X55026.1/55-187
HPWFITGFTDGEGCFWIGFFQIALDEALLKAIQKYGIGAVKITFIVSSVIIPFPKLADYFLWKGIIEMWMAG
FTSGEGSFFVNRLEFEIAQELLMLSFTEFFMVKFRCTTIIVPFFKENKIKDFQDFCKVCEL
>lcl|Q32Y73_9AGAR/73-205 (Q32Y73)
VYAYLVGLIEGDGYFTVTELGIEFDVELIYKIKKLGVGIVSFSLRVRNFIVPFPKQYDYLFFRSCLFAWLVG
FIEAEGCFSIYAASFDISQEILISAIRKHLCSRLKVSSNIIKFLHKNKKLQYLLWVKQLRK
>lcl|Q9B6E3_YARLI/119-251 (Q9B6E3)
LGPYLTGLIEGNGTISVSSISIVFDKPLCKYLINLKCGIINKWQINKLIILSTYKYEGYLRAIEFNNSWLAG
FTDADGNFSLAAYRLEIRQFEIMSKIGAYLHSYIIMTTNVIKYFDKSKFLDYSNWKYMDQY
>lcl|Q02696_PODAN/122-254 (Q02696)
FYAWFAGFTDAEGYFYIARFQINLDMHVLYFIQKNGFGEVRSVTRLKDKLIVFPKWLNYKDFAKAFEYWLLG
FIEGEGCFSINRLDFSLTQLELMKKIKSYLTVRIETTNILIPFLENKKQLDFQDWKIILML
>lcl|Q950N7_9FUNG/30-162 (Q950N7)



LGSYLAGLIEGDGSLIVPLIRICFDKPLAELLIEKGYGKLIYLEFNTFKVTSIFKYEALLRKIDWINAWLAG
MIDVDGNFNVIQFRLELRQVDIMSVIATYLLNDSITYNLIIKYLNESKYLDYLDWCKIIDL
>lcl|Q8SHQ0_TRIRE/165-297 (Q8SHQ0)
DPNFLTGFTDAEGSFVLSRFSISLDKFVLEAIKNYGVGEIYTQYRVFSLVIDFPKFGDYSLFKQAYLQWLAG
FTSGEGSFGVKELIFQINQKQLMACIAEYLAIVYRVSEKVIPFFIKIKALDFKDFCSLAEL
>lcl|A5J075_GIBZE/63-195 (A5J075)
NPDYLTGFVYGEGCFSLSIFSISLDIKLLEAIQRTKTGKIYKQYRVSSIITDFPKRADYLLFKQAIANWIRG
FIDAEGSFQVISLRFSLTQEELLKDITTYLEGQYLVTDKLIPFLNEIKQYDYLDFAQIAEL
>lcl|Q35375_PODAN/9-141 (Q35375)
FYEWVAGFIDAEGCFHIKEFVIKLDEAVLRTICHIGVGRVVLSFEVGSILIDLQKYLDYINFREAFFYKLLG
FIEGEGSFIVQTPKFELELKPLLIDICEYLSVRLEITNYFNVFLSKRKKEDFKSFCFICNK
>lcl|Q7YEU5_SACSE/80-212 (Q7YEU5)
MKEWLVGMTDGDGTFNVYTYKISLNMELLYKIKEYGIGTINMSYLIRDIVMPFPKRFNYLKFKECLMSWIIG
FIEAEGSFFITVHSFGVTQDPIILLSMKYLYYKLETTETIIKYFRYMKSFEYRIWTRTYLK
>lcl|Q8HIS8_MONBE/8-140 (Q8HIS8)
EIKWAIGLIEADGYIGFYTLKVSLNIKTIYKLKRIGYGSIHKKITNKEHILPLNKYYQVMYLKDAINWWLSG
FIEGDGSFKINQIVFELGQSFIIWLIHKYLTKDPKIIKLIILLKGKIKSFEYSIWSRAFRT
>lcl|AI2_USTMA/255-387 (Q0H8X8)
FKEWLVGITDGDGTFYFASFQIGQNIRLLYYIKSMGIGSVSVHYRVRNYILPFPKYFNYDLFKKAILSWLIG
FTEAEGSFYIVVHAFEISQHIVLEAIALILYMTVVTTENIISYFFKMKALEYRIWARSFNK
>lcl|Q8HQ87_SCHOT/119-251 (Q8HQ87)
FEQWLIGIIDANGYFYINYFKIIINLPLLYFIKSRGVGWIRLQLKNPKSILPLPKYFYYIKFKNALLSWLIG
YLESEGNFSIMVHVFKIIKSIILRSIALILQTYIMVTLSLIHYLKNIKSLEYRIWSRSFLK
>lcl|Q6U7Z6_CRIPE/105-237 (Q6U7Z6)
FEQWLVGVTDGDGTFHFSILNFKINLRLLYHIKSKGVGKVSVEYRLRDHIIPFPKHYNYDLFKQAAFSWLVG
FSEAEGSFYLVVHAFEITQKIVLDSIGYLLYFTVGTTSNIILYFHKMKSLEYRIWARSFNK
>lcl|Q6V9C4_PENMA/91-223 (Q6V9C4)
FEQWLVGFTDGDGNFHIANLGFKLNARVLYYIKKEGVGSITKQFFIRDVLIPFPKYFDYMKLKKALYSWLVG
FIEAEGSFYLTVHGFGLTQKVVLESIRILLHYILDTTENIIEYFNNVKSLEYKIWARSYVK
>lcl|A6XKD3_9PEZI/37-169 (A6XKD3)
FLEWFVGFTDAEGCFHIKEFVIKLNVALLKHIQESGIGRIAISFEVGSILIDFEKYLDFLSFRKAFFYKLLG
LFEGDGSFGVQSSKFEIELRPLLESVQNYLKAHLKDENLIIKLINSARLSTYKEETKYLTN
>lcl|Q36465_OPHNO/14-146 (Q36465)
FLEWFVGFTDAEGCFHIKEFVIKLNVALLKYIQEFGIGRIAISFEVGSILIDFEKYLDFLSFKKAFFYKLLG
LFEGDGSFVIQSPKFEIELRPLLESIQNYLTVRLTVTLKNLKFFTIKDFESFSLICKVLFN
>lcl|Q02690_PODAN/78-210 (Q02690)
HPEWITGFTDGEGSFGIKFFQIKLDLDILYRIKEYGVGTISFKYIIRKILIPFPKFADFELFRQIILEWLVG
FIDGEGSFNIIWLHFQITQTTLMERIVTFFAVDFKLNNIIIPFFQKAKVFDFLSFIEAANV
>lcl|Q9B6E5_YARLI/407-539 (Q9B6E5)
ILPFFVGLFDGDGNIQVNRLVIELNVRMLNLITKEGKIIFSGTMNDAQKLCNFPKKRYQLAFLQTFYNWFAG
FIESEGSFSLRNHSFSFSQYELMLYCKTFFSYLLECYDKFTIFFNKGNKLDQFIEFKNARD
>lcl|O20959_CRYPA/42-174 (O20959)
NPWFITGLVDAEGSFVVNYFEIALDRDLLTGIQDYGIGNITFKLKVSGIVIRFYNVPILQLFSRVVGWWLAG
FTEGESCFFIPQLAFTITQKELLNVIAQFLACDFIVNNKIIPFFNKTKSLNYQDFVKVFEL
>lcl|YMC1_SCHPO/107-239 (P22191)
FTQWLVGFTDGDGCFSISSLTFKLNYRILYFIKRNGIGSLYKIYRLRRKIIDFPKYWDYYLFKKAFLSWLIG
FIEAEGSFYLLIHGFEITQQPLLAQISEFLNYSLSTSKERMLFLSSVKSLEFKIWSRSLRK
>lcl|Q3T4A5_SMICU/96-228 (Q3T4A5)
NLQWFIGFTDGDGCFSVYEFSIGLDIRLLYKIKNLGCGTVKKVFRIKKQIIPFPKRIVYLNFRNTLLNWLVG
FTEAEGSFYFIKAEFRLSQVILLTKIKEKLHYYIVASIQNTIYFYTIKYLKFILWLKGIKN
>lcl|Q02704_PODAN/107-239 (Q02704)
FLEWFVGFTDAEGSFSINMFKIALDEKVLRYISAKGVGGVRLVTDKKGLLISFNKYLDYLDFKQAFFYWLLG
FIEGDGSFFIRTPTFSIENLPVLLKIKEFLSVSLIINNYLIPFFSHKKGKDFNDFKIISKA
>lcl|A5J033_GIBZE/141-273 (A5J033)
NPWFITGFTDGDGSFTISTFTIGLDLDILIQFKAYNAGKIYKYYTIGSHVLPFPKLKDYLVFKRILLDWLAG
FITAEASFFISSLVFSLSQLDLLKRIADSLAVELVITQKLTPLLSKVKLLDFERFKKASIL
>lcl|A7KCU3_PLEOS/30-162 (A7KCU3)
IEQFFVGLLEGDGTITTNRIVIALNHNMLNKIQKIGRVVIERWIASNKKVLLLPKQCQLDFAKNSLLSWLSG
FIEAEGNFSLIKSSFSIGQLHILNMIKNYFHYRLHLYKLLFQHFEKEKKISYGKFFDFHNK
>lcl|B4Y548_9ASCO/8-140 (B4Y548)
FKSWLVGFTDGDGTFKINEYNITQKEQLLHKIKKEKVGKIIKSYIIRDVIFPFPKYYDYIKFKECLLSWLTG
FIEAKGRFIINIHIFSISSPIIIYSIKYIFIFNMIETNNIIRYFIKIKSYEFNLWKKSYLN
>lcl|Q8M1D4_CHAGL/25-157 (Q8M1D4)
FHEWLVGFTDGSGCFSITQCTFKINYRVLYYIKKNGYGSITQQYCIRDIILPFPKHIVYVLWKQALLSWIVG
FVEADGSFFLTVHTFCITQYALLEQLKKRFAYVLETTRFLIQFFHGMKSLEYRIWARSFVK
>lcl|Q950N5_9FUNG/95-227 (Q950N5)
FYEWLIGFTDGDGTFTIDNLVYKVNFKILYFIKHKSYGNITKCFRIRDVIFPFPKYYDYEIVKKAYLPWVIG
FWEAEGSFYIVCHGFGITQKKILFQLSKIFRANLNIVDEKINYFIGIKSLQFTIWRRTLKF
>lcl|O20957_CRYPA/26-158 (O20957)
WIRWFTGFCDAEGNFQVYGFHLSLDAELLHVIHDKNVGVYYEEARIAVVIVDFPQYTRYCLLKEYLISWIVG
LINGEGCFYLNFIEHTDLQLEIIKKRLSFSTYMLIVSESLIELLDSHKLMQYNEWKHTWFN
>lcl|Q5K464_LACTH/214-346 (Q5K464)
MNEWLVGMTDGDGTFNIYTYKISLNTQLLYKIKSYGVGSVTFSYLIRDIIIPFPKRYNYLKFKECLLSWLIG
FIEAKGSFFITVHSFELTQSIKLLLNINSSFYKLETTEYIINYFRYMKSFEYRIWSRTYMK
>lcl|Q85QA1_CANGA/91-223 (Q85QA1)
MNEWLVGMTDSNGMFNIYTYKISLNIQLLYKIKNYKIGSINYTINNNNIILPFKKRFNYLLFKKCLLSWLIG
YMETKSSFKLIINMMKLDYSIKLLLNININNYKLETFEYIINYLKFMKSYEYTIWKRSYYK
>lcl|Q36232_WILSA/55-187 (Q36232)
KYNWLRGFIDAEGNFNINMFAMNLDMKTLNKVLNYIKNTLYEGFKVSNKVMPLPKNYDFETYCQAHDYWMVG
FIEGDGSFHINLLGFKLGQINALMSTINYIPIYLDGKWQLMPYLLKRKGYDLTIWILFVII
>lcl|Q85MA7_9FUNG/40-172 (Q85MA7)
FLAWFSGFTDAEGSFSIVQFRIRLDRSVLDYIAKTGIGSVFMVFQVSSIIIPFPKVYDFDKFCQAVNYWLVG



FIEGEGTFGIKNSMAQFLTRAISTPIIHYVVITYSYADYLLPFFLARKYVDFYLWAIVIIC
>lcl|Q950N0_9FUNG/21-153 (Q950N0)
CKIFWVGLMDGDGSIQVNRFVIKLNKNMLIFLAKNGNVRIISWVENDIIIYESPRKYYQLLLKKKFITWLSG
FIEAEGCFSIRNHSFSIEQKFLLIYIKEYFTNFFVLEVNINNHFSKEKKISYLRFIDLTSM
>lcl|A5J050_GIBZE/93-225 (A5J050)
FGEWFRGFVDAEGCFSIQIFTFCLETPLIKYIIQRGVGAFSLNFTVSSVIFGLPKNLNYLAFRQAYDYWLLG
FVEGEGYFSTNSLKFGIGQIIVLEAIQKYFMAQLVITNVIIPFFDKKKFKDYVDWKLILDL
>lcl|A6XKD1_9PEZI/6-138 (A6XKD1)
FIEWFSGFVDAEGCFHIKEFVIKLNVLLVKFIHETGIGRIAITFEVGSILIDLPKVLDFLSFKKAFFYKLLG
LFEGDGSFVIQTPKFEIELKLLLNEIQKYLIQDLKAKITGIDFLNNDKSKDFEIFCTICES
>lcl|B2XX70_9MYCE/18-150 (B2XX70)
IGGYLAGLYEGDGHIWIQQITFNIDQNQAQMLIEGSHGYLTLKLTIGTKIIEMLQVNDLIKWLNKNHGWLSG
FLDSDGNFMIRACRVRIDQEPIMSAISQKLESYFVVELNLSNYLYKTKFYDFLNWNECLQL
>lcl|C5GYN7_AJEDE/76-208 (C5GYN7)
FEQWLVGFTDGDGNFSITGLSFKLNLRVLNYIKKEGVGSITKQYYIRDIILPFPKYFDYIKFKKALASWLVG
FIEAEGSFYLTVHGFGLTQKIVLQGIGLMLHYILDTTENIIVFFKDVKSLEYRIWARSYVK
>lcl|Q3T4A8_SMICU/129-261 (Q3T4A8)
DLEWLIGFTEGDGSFIKSRLYFVLEIKILYYIKSLGFGKVYIRYVVTKILKKFLKCKERFKIWNNEQGWLSG
FIDAEGCFNVNRLRFMIDQSEVLKKIQILLTERLTLDPKLIDYLEKKKRITFFKWRKIYLL
>lcl|Q8SMI8_9CHLO/4-136 (Q8SMI8)
TDKWVVGFVDGDGCFKIICFVVSQSVNVLYALKKKGCGSVNKRVSSKKIILPFPKLKDFQILYEDLTDWLTG
FIDAEANFHVSQFVIGLHLKEILESIQNWMGSNYLVYSSLTGFLEISKRIDFLKFKQIIRI
>lcl|Q8WL00_9CHLO/14-146 (Q8WL00)
SYKQFVGILDSDGGIRTGEIYFSINKDVLQEIKKLGGGQIITILNCLAYLIAKIKIQQYLLINLCYQAYMSG
FYIGDGSFGVNRPVWSITDRLLLESFQRTLCFQYRVTATVLPILDNTRMEQFKKFKKICNI
>lcl|Q8M0D4_AMOPA/78-210 (Q8M0D4)
TPFFVTGITDAEGCFSVGFSITLHDEALLKQLLSFGKGGIFRRFESKNAVVKFPKQADYLLWKKAVEEWMAG
FISGEGCFIVEKIKFNIPQIILLQVLNEYLEFRFQDFEQIVPFIRSMKIHDFNDWCQAIDI
>lcl|Q02695_PODAN/86-218 (Q02695)
FLHWFSGFTDAEGNFLISRFKISLDLKVLQVIQSNNIGRITVRSRCSFTICSFPKKLDFQDFYEALLNWFIG
FMEGEGTFGIKSLYLQVAQLIALSNNTKYFVVSLVVSYYILPLLDERKFEDFKLWRMALIL
>lcl|Q7YEU8_SACSE/25-157 (Q7YEU8)
FNWWVVGFTDGDGWLYISKMGWTIDKVCLENINKVTNISINNAIMKHQVVIPLPKYYSYIKWKEQYLSWLIG
FIEAEGSLNFYRATLSITQETIMKLMNSWAVYDIHITHIVLPQLKSRKMLAFQIWEIVLTI
>lcl|A7LCP3_YEAS7/92-224 (A7LCP3)
FHKWLVGFTDGDGSFYMKFYGFHLDISCLEHIKNNLPNNINIQLTVTKNLLPFPKYYSYMKWKEALMHWILG
FMEAEGSLTIESCKLFISQNYLLNNWNNMIVINLTTAYVIIPKFNNIKYNSFMNWQSIINI
>lcl|Q950N9_9FUNG/24-156 (Q950N9)
DKAYFVGLIDGSGMFHVEKYSLNLNLPLLNMLNKKNQGVIIHSILKFSVIIPFPDLAQYKYFKYHLLDWLIG
FLEVKCFFFTYVASCEVSLIELLEAIRYVIQNKLKISIEFIIFLDRLKRFEYLLFLAKAVK
>lcl|Q6UVV1_PSEAK/16-148 (Q6UVV1)
SQLWAIGLIEGDGHIGLEVLKVTLNTRAIYKLKECGVGKISRSLRVRSHLIPFPKYYDYAIVKKALTAWFAK
ARSQTLSCGSLQGSLPTTQVKLAHFIRKLRAQEVGFSKQLIENLKLPKTKAYRNKLSWKSA
>lcl|Q3ZJ06_PSEAK/40-172 (Q3ZJ06)
FLEWFIGFFEAEGSFLVWRFGIDIDPGLIYKIRTRGFGKVVDRFYVNKRLILFLKRNQFANWIHLINAWLSG
FLEGDGGFWVSRMKFYITQMAVLFKITSKITSKLESHFLVLKYLEQKRAIQLRRWSRLVKY
>lcl|Q7YEV1_SACSE/73-205 (Q7YEV1)
DIYWLTGFFDAEGTASVTEYRIELDLAALKFIMDTEIGTITMMWRVKQFLTNFPKRFTVSTFNHIRYYWLIG
FLEGDGSLSFPRPGFHLSQQEYLTDIISNECVTVYITKVMIPYLYNRKIVDYKMWVISVNI
>lcl|Q85QA2_CANGA/74-206 (Q85QA2)
LGPYLSGLIEGNGTIWVPLINIIFNKPLADYLCNMNIGKVYDWQLTKIIFINILKYETLIKLINWMNGWLSG
FSDMNSNFIMMNYNLEIKQYNLMMNIANLFNMKLKNNMNNLLLVNNIKYLNYMNWSNLLLN
>lcl|Q8HMZ3_SCHJP/74-206 (Q8HMZ3)
LGNYLAGLIDSSDALFNNQLFIIFDIRLVYNIKTRGYGKIMRLLITKPKVINIFVFNQITNMILINPFWLTG
LAERTIQFNQSLLNCQMYHNYFLSLIKNWFCYNSINYRKILKYFDHLMSDRYIEYLKFRKK
>lcl|C5K415_AJEDE/48-180 (C5K415)
LGHFLAGLIEGDGWFGKKLHIILSDASLAYFIKKCGYGNIYKRYICKDIILSILKYEQLINQGYSEKYWLAG
FTQADGCFHISRLEYSLKQKLPLKLLYDLLIWCYKSTSDLINYFDKGKYLSYLKFRKVYIM
>lcl|A5J062_GIBZE/80-212 (A5J062)
FGHYLAGLIDGDGHFSSEQLVIVFDVKLAYYIKEVGFGNVKKLYIISNRVINILKFNQVLNNILAYPHWIAG
FSDADASFQIKRLNYQVVRNPILLLLKEFFTYYYGSTKKVINYFDHSKHINYLKWRKAYLL
>lcl|YMC2_SCHPO/86-218 (P22190)
FGHYLAGLIDGDGHFSSKQLIIAFDIQLAYYIKKQGYGIVRKLFIIANRVITIFKYNQIINNIFAHPHWLAG
FSDADASFQIKRLNYQIDQEYLLSLIKDNLTYYYGSTKKVINYFDNSKYISYLKWRKAYLI
>lcl|Q6V9C3_PENMA/93-225 (Q6V9C3)
LGHYLAGLIDGDGYFSKIQLVIAFDAFLAYYLKEKVYANVKKLLVVSKKVINIIRYDQIINYIINNDHWLAG
FTDGDGSFQIKRLNYQIEHDLILKKIKTFLTYYYGSTKNVIQYFDERKYLSYLRWRKVYFL
>lcl|C5GYN8_AJEDE/38-170 (C5GYN8)
FGHYLAGLIDGDGHFSTKQLVIVFDISLAYFIKGKGYGNIRKILVIASRVIKIIKFNQIQKNILNHEHWLAG
FSDVDASFQVKRLNFQINQDTILLLIKEFLTYYYESTIKVINYFDHSKHVNFLKWRKVYLI
>lcl|Q33796_EMENI/79-211 (Q33796)
FGHYLAGLIDGDGHFNSKQLVIAFDVSLAYYIKKRGYGSVKKILVVTAKVINIIKFNQITNNILNHEHWLAG
FSDADASGAGLRLNFQIDQEYILLLIKEFLTYYYGSTKNVINYFDYSKHVNYLKWRKAYLI
>lcl|Q539C3_OPHUL/70-202 (Q539C3)
FLTWFVGFTEGEGSFIVNDLCFVIDIYILEFIKETGFGKVISRYVTQNLLVHFLRKEQFEAFVKGFNSWLTG
FTDGEGCFTCSSFNFNISQVVILEHLCVLFVNEYRIGKNVFPYFENKKSASYSAWKEIHID
>lcl|Q8HQ86_SCHOT/87-219 (Q8HQ86)
FYQWLAGLIDGCGSFKVNEILLPLEEKTLKYLQDKGSIKLRSRYRLQENLITIIKFKQLSHICVLINFWFAG
FWDANLNFELDQLIISSNNLVDILFFKQIFKDDLLKFRNKINLIKEPNSYQHKLWVTLIKK
>lcl|B6V8R7_9CNID/71-203 (B6V8R7)
FGYYLAGLIEGDGSIVVSYIFICFDVSTAYYIKKRGFGSMVKNLTIVGKVVNVFKIESLHKLIYYLNHWLAG
FLDADGYFQVRRLHLKVDQKDVLNLLHEVFTYYYQSTLKVIRYLDRSKWLEYRQWRRVYLL



>lcl|Q6UVQ9_PSEAK/61-193 (Q6UVQ9)
FGQFLAGLIDSDGHITKDNIAFNTDISVAYYIKSAGYGKVTRRYSCRPKIADILRLVPKLNCDPTIYHWLAG
FIQGDGCLSLIRIVVAISQERLLTLIKAHFTYYYISNVKFINYLDKGNKLTQYWIWRKAYL
>lcl|Q3T4B0_SMICU/19-151 (Q3T4B0)
FNEWLAGLIDGDGCFLLSEITMDIDEHCLNMIKNRGSIKLRSRYRLHHKIINVINPVRMIQLNKICNGWLVG
FFDADGSITINQLAISISQTQILEPLIELYSFKWYITLNLIEYFKKGKKNRLHLIPKFYEL
>lcl|A5J061_GIBZE/83-215 (A5J061)
FKQWLAGLIDGDGCFSLSEITMDIDECALQAVKNVGSIKLRSRYRLHSNLINVINPNRLIQLNYICVGWLSG
FFDADGSITIKQLSISAGQSELLTPLVEQFSFKWYVTLNLIEYFKKAKNNRLHLVPKIYEL
>lcl|O47565_AGRAE/43-175 (O47565)
FEHYLAGLIDGDGHFSSQQLVIVFDVQLAYYIKSIGFGNVKQLYIISNKVISILKFYQVINNILAHSHWVAG
FADADASFQITRLTFQIDQKNILFSIKDLFTYYYGSTKKVIHLFWYKSLINYLKWRKHTYW
>lcl|Q3T4A9_SMICU/33-165 (Q3T4A9)
FGYYLAGLIEGDGSINKIYISICFDTPLAYYIKKKGYGTILKNYHLRHRLIDILKIIDWNTYIIHKIYWLAG
FTDSDGSFQIKRLSYQIDQDHILNQIKELFTYYFQTVYKVIKYLDNSKYLNYLKWRKTYLY
>lcl|Q2LCQ2_DICCI/27-159 (Q2LCQ2)
WDAWLAGLIDGAGSFTLNEIVMELEVDCLAEIKQRGTIKTRARYRAHSQIIAVIIPRRQIQLEKICKGWISG
FFDATGTIQLKQLILIFKENTMLNEIQECFSFTLSYKLDFYDYFKKSKKHNILLIPQLYDI
>lcl|Q2LCQ3_DICCI/19-151 (Q2LCQ3)
WNSWLAGLLDSCGNIMLSKIEIKLDHECFENIKIKGSVKVCRRYRLKHNLLEILIPVRLYQVRELCKAWISG
FFDGIGSIVINQLVIIFNQNQILLTLQQLFKYALYFTLQLYDYFKKLLIAQYYDLQTKLRL
>lcl|Q3ZIZ1_PSEAK/13-140 (Q3ZIZ1)
WDQWFEGLVDADGCLLISEITLDIEEQALLQIKQEGSVKLKPAFRYRLKAITLCNSKRVVQLQKLCQAWFAA
FFDGDGTVGYSQLIISVSNAVDCEPFRQIFTYKWSISHKRILLIPEPETPTYKTWC-----
>lcl|Q34805_PICCA/98-230 (Q34805)
FNQWLAGLIDGDGYLGVSEITVALDEKALRQIQNKGSIKIRSRYRLHNKLINIINTKRLPQLHKVCSSWFIG
FFDADGTINYYQLTISVSNYIDLKPFMDIFCYKWSIQTDILFFINSKLMLCSKYYDLINIK
>lcl|MBI4_YEAST/404-536 (P03879)
FNQWLAGLIDGDGYFCITEITVELDEKMLRQIQDKGSVKLRSRYRLQNKLINVINSKRLVQFNKVCIAWFMG
FFDADGTINYYQLTISVTNLHDVEYYREVFYFKWSINHNIFYTYNKLIDKFYYLYDLLAFK
>lcl|Q5K463_LACTH/78-210 (Q5K463)
FNQWLAGLIDGDGYLGTSEITLALDEKALRQIQNKGSIKLRVRYRLHNKLINIINSKRLVQLYQVCDAWFTG
FFDADGTINYSQLTISVTNSHDVEYYSEVFYFKWSIQNFINDYIKLRLLLCKTFYELKELK
>lcl|Q3T4F4_RHIOR/74-206 (Q3T4F4)
FCEWLAGLIDGDGSLQVSEIIMGLNLRCLRYIQDKGSIKMRSRYRLHNNLINIIHTSRLQQLHRVCQNWFAG
FFDADGTITMSQLSIRVVNLQDVQYYKDVFYYQWSVQSQRLFLIKDADSIHYKAWLDFINR
>lcl|Q8HQ85_SCHOT/82-214 (Q8HQ85)
FGYYLAGLIDGDGHFSKSGVEIAFDHLLAHYIKTRGHGKISEVLRFGLEVITIFTHHRFEQIEKNLFYWLSG
FSDADASFQIKRLNYQVDQDYLLKLIQKELTYYYGSTVKVIKYFDKTKLISYLRWRRAYLI
>lcl|SCE2_YEAST/324-456 (P03878)
FNQWLAGLIDGDGYFGIVEITVALDEMALKEIQNKGSIKLRSRYRLTNKLINVINTKRLVQFNKVCISWFVG
FFDADGTINYSQLTISVTNLQDVQEYKNILYYKWSIQMNKLYLSKESDSMQYKAWLNFENK
>lcl|Q8M352_SACCA/364-496 (Q8M352)
FNQWLAGLIDGDGYFGITEITMALDEMALKLIQNKGSIKLRSRYRLTNNLINVINTKRLLQFYQVCNAWFIG
FFDADGTITYSLLTISMTNLVDVQPIKDILYYKWSIQQDVLDFINNRLMLSQEFYKLLEMR
>lcl|AI2_DEBHA/409-541 (A9RAH7)
FNQWLAGLMDGDGCFGITEMTVALDEKTLRIIQNKGSMKLRSRYRLHNNTMNIMHSKRLVQLHKVCSSWLTG
FFDADGTMNFSQLTISVTNLQDVLPFKEMLYYKWSMQLNRMLLCNLNNMLQNKAWIKFENK
>lcl|Q5K465_LACTH/109-241 (Q5K465)
LGPYLAGLIEGDGTITVQRPLIVVDLELANYLCNLKCGKVYKWTIHDLTLLNIMTPKYEAFVRCAEFAWLAG
MTDADGNFSINYYCLELRQFYIMSAIATYFTYKTYYSIKVMEYFNKSKHLDFLDWSKLVIL
>lcl|Q9B6D2_YARLI/492-624 (Q9B6D2)
FVQWLAGLIDGDGHFNKSLITMDIDQGLLFEIKHKGHIRKIARYDLRQNLLKVINPKRLLQMNILCKGWLAG
IIDSDGSIYFNQLFISVSQKHILDPLISIYKKEVLNLDIRIKMIPKEEVVKYAEWISFLDK
>lcl|Q3ZEG5_EPIFL/135-267 (Q3ZEG5)
FNQWLAGLIDGDGYFILTEITMNADVKALNEIKQKGSIKPISRYKLRHSLINVINPTRLLQMNKLCVGWLSG
FIDSDGSIYYNQISISLSQKYLLEPLISIYNYPLKTTVNLIKDFYLLDIQKFNEWVKFKDK
>lcl|Q02678_PODAN/26-158 (Q02678)
LGPYLAGLVEADGSFAVHKLIIVFDKPLAEKLTSIQVGKIYNSIQNSEKIIHIMKIEALHRTILWFNSWLAG
FTDGDGNFSITFFRIELRQVSINQGGISYFYSFMVISTKVIDYFNRSKYLAYKDWKYVVEQ
>lcl|B4XPI3_9ROSI/46-178 (B4XPI3)
FCEWLAGILDGDGSIQVSEITMGLDLPLLRYIQHMGSIKMRARYRLHNKLMNIIHSAQLLQLHRVCQNWFAG
FFDADGTIGIAQLSIRVTNQDVESGGNIYFQSRKDVISRRFFLIEEPDSIHHKAWLTFXDK
>lcl|A5J048_GIBZE/61-193 (A5J048)
FKWWLIGFAEGDGYFGVDYLTFKVDCQVLFFIKKSGFGSVSLQYRVRDKIINFLKIAQFKLFLEAFNAWLSG
FTDGEGCFTASTVRYVISQIEFSQYLAELINTVVNHSNIILNYIKSKKHVSYLRWLKVYEL
>lcl|Q3T4F5_RHIOR/86-218 (Q3T4F5)
FNSYFTGLIEGDGTIIVPSPKGRISVQIVFHLKDLKNGSLSRILTINNLVATLMKIKALNNLIDWLNAWLSG
FIEADGHFSVRECRFELSQLSFMNNLAEFLEYKVRTTLVLENYLNLSKYLDYKDWIKVLDY
>lcl|Q35136_NEUCR/60-192 (Q35136)
FKWWFIGFVEGDGSFIINYLEFRIDAQILFMIKKEGFGVVRKCYRVRDKLISFIRKEQFKLWLNAFNAWLSG
FTDAEGCFTCSRLRYILSQSSCMKYLAEILNVTVNTTSPIVQYFNLKKYITYFNWIKIYKL
>lcl|Q6U7Z4_CRIPE/75-207 (Q6U7Z4)
WLEWFIGFVEGDGSIFTYRISFIIESRILYHIKETGFGIVKYRFIVSDILAHFLRIEQLNKWINFLQGWLSG
FTDAEGCFNVHKLRFILDQLEILRDLLKTGSYRYTSNPIIVNYFNLIKKEAFQKWTDIYSM
>lcl|Q3T4B1_SMICU/24-156 (Q3T4B1)
FLYWLIGFTEGDGCFSINELSFILNIELLKTIQTTNMGNLIKRLIIQKLLILFLRKVQFNLFLLNFNTWLLG
FTEAEGCFTISSKAFRTRYGDINLPILSYLYSYIISGQFIYPYFDKIKGLSYLAFKQLNER
>lcl|AI4_USTMA/264-396 (Q0H8Y0)
FGSYLAGLIEGDGTIVVPSVQIVFDFPLCQIVQKLGHGTISKILTINNELSNIIKYYQFVLLVEYLNSWLSG
FIEADGSFQVRSLSFELVQFTIMQEIAIFLQYRLRTSKNIRDYLVKTKYLDFKDWCKVLSY
>lcl|Q6U7Z5_CRIPE/65-197 (Q6U7Z5)



FISYLTGLIEGDGTIIVPSIQIVFDLPLALLVQKNGCGSLIRIFYINDNLVNLMKINSLYKLIDWLNAWLSG
IIESDGHFSVRECKFELSQELFLANIAKFLQYRVRTTLRLVNYLNESKYLDYKNWKEIINL
>lcl|C5K420_AJEDE/27-159 (C5K420)
LKTYLAGLFEGDGHIWISCITFGLNEPLAKKLLNIGSGFIRYVLVISPKIVYILKIDQLYKLIDWLNSWLSG
FIDSYGSFSVQSCRLRIEQLKVLKNIAKFLYYIITASNIILKYLEESKYLDYKDWKEIVLL
>lcl|A7KCT8_PLEOS/9-141 (A7KCT8)
FNSYLTGLIEGNGSICVPLVQIVFDFPLCQSIQKIGFGSISKYVLSINKICHILKYDQFLLLINYLNSWLTG
FIEADGCFQIRSLSFELVQYALMKNISCFLQYRLRTSLYIKDYLNQTKFMDFKDWCKVLNF
>lcl|Q6V9C5_PENMA/27-159 (Q6V9C5)
IKGYLAGLFEGDGHIWIQCITFSMNEPLAKKLLELGSGFIRYVLVVSPKIVDLLKIHQLHSLIDWLNGWLSG
FIDSDGSFSVQSCRLRIEQFKVLTNISNFLYYNLTASNLTINYLEKSKYLDYKDWKKIVLL
>lcl|B5KQ06_9HYPO/20-152 (B5KQ06)
LGSYLAGLIEGDGSIIVPVVKITFDAPLAIKIQEKSGGTLAYLFQNKDKIAILMKIEALHRLIDWLNSWLAG
FIEADGSFHCGRCYMTISQLDFMKQIQEFLEAYIVRTDILINYLKTSKHQDFLDWSKAYHI
>lcl|Q9B6D1_YARLI/335-467 (Q9B6D1)
FKHWLIGFTEGDGSFIVSYCEFKLDSQVLYKIKNEGLGHVAVHLRIRDKIIDFLKIKQFKYFLNCYNGWLSG
FTDAEGCFNAYQIRYILSQKILMDNIANLLGYNMTVNKPIIEYFNEKKTISYNIWLKMYYI
>lcl|A5J059_GIBZE/79-211 (A5J059)
FSSYLAGIIEGDGTIIVPSLKGDLSIQIVFDSRDFNHGSISKVLTINKLIANIMKIYALHRLIDWLNSWLAG
FIDADGHFSVRECKFELSQLEYLSLIADFLEYRVRTTFILVQYLEQSKYLNYKDWIKVLSY
>lcl|Q5EM47_9FUNG/49-181 (Q5EM47)
FLEWFIGFTEGDGSFTITQFVISQDVQVLYYIKEQGFGTVIQRYIVQDLICSFMRNTRFLIFLAAFNYWLSG
FTDAEGCFSLSRLRFLLCQKPILDHICSLFNWEYIINNSILPYFDKKKKESYKLWKELRLQ
>lcl|Q8HMZ4_SCHJP/56-188 (Q8HMZ4)
FGHYLAGLIDGDGHFSSRSICFNIDSHLAYYLQRRGFGYVYKNFTVSDIVISIFQLTRLLEAPKFNRYWLAG
FSDADASFQIKRLNYQVDQDYLLCMIKNLFTAYYGSTDKVVKYFDHTKFINYLQWRKVYTL
>lcl|Q35689_PROWI/6-138 (Q35689)
FYEWLGGLIDADGEFYISSIEITMEIQTLYFIKSEGKVTLRKRWRLHKETLTLIIAKRQIQYQKICKAWFSG
FFTGKGCISINMAVISVSQKDILENIQYIFCEYLLTYNNILNPYKQKAQKYHLDPLKRKRL
>lcl|O21043_DICDI/22-154 (O21043)
WNEWLAGLIDGAGKFTLSDILLELDEKCHIELKQRGEIKRKERYRVHRQLIAVIHPLRKIEFKEICMNTMLN
ELEIQKCLGVNSVTLYKINYKYFKKYRLRSINDMQVKDEMVKYESVANYYKSKTSPEKRVK
>lcl|Q34833_KLULA/56-188 (Q34833)
FLEWFVGFFEGKGSFILMDISVVVDMKILNYIKNNNMGDVILRWVVHKLLSLFLRYGKFMIFLAKLNYWLSG
FTDAEGCFDISTPRFLYALNMLFNKYVLEHTNSLYNIKNIGKVYSNSKDDNWQLWISGLNN
>lcl|A6YEC8_CHLAT/33-165 (A6YEC8)
FQDWLAGLIDGDGNFLVSEITVGEEKDLLYRVKQKGSVTLRTRWRLHNFLVSVLLLIRQEQLEKVINYWFAG
FFDAEGYFNVNQCTITLSQLHLIQKEMGGAGYLYSASEKWFSYFSLKKVILLNRFKRVILF
>lcl|Q2LMM6_HANUV/313-445 (Q2LMM6)
FIQWLAGLIDGDGYFGITEITLATDLRTLKQIQNKGSVKFRSRWRLHNMLINIINSKRLIQLHQVASGWFMG
FFDAEGSICYSQLTVAVSNDIEYFKLLGGDQSKQDIMSRTTKFNQLAYNTQSDFHKLWLNF
>lcl|B2XYB2_CHLRE/50-182 (B2XYB2)
FGQWLVGLVDGDGTFSITTFKISLDKPLLALIKQKGCGSVTHQYRVRDVIVPFPKIYHFELFHKALLAWVIG
FIEAEGSFYVTCHGFGVTQLDFLCNVLGIVSWVLDTTVNIANYFSDSKHLEYFLWQKALFN
>lcl|Q8HIU0_MONBE/53-185 (Q8HIU0)
FLTWFIGFFEANGSFEKNNITQKSDVKLLYQIKTVGMGKVFKRWQTNNQIALFIKLNSFKIWCEHWMGWLSG
FIDGNGYWKISIKMCVFTQIEWINNVLTVLNVKWTISNQIIKYINSMKSVAFTKFCKLRNK
>lcl|O78733_FLAVE/31-163 (O78733)
FGYFLAGLIGGDGWFGTKSHIIFSDISLAHYIKKKGYGHIYKRYICKNIILSILSTPKYNQLIKHNYYWLAG
FTQADGCFHISRLEFSIKQLNLLYNSIKMGISCYKSTAILLNYFDKGKYVSYLKFRKVYLM
>lcl|Q1I185_9ASCO/109-241 (Q1I185)
ILIWLIGFIEGDGAIQSFKIKFVLESNVLYFIQKKGIGYVKYRLIVEKLLAYFLRINQLSLWINYLNPWLSG
FTDAEGCYNVTKLRYILDQDEVVLNTIKDLVYRYTLTSKVILYFDKKKALSYKYFKIIYNK
>lcl|Q20ET4_OLTVI/10-142 (Q20ET4)
WNQWFAGVIDGDGYLAIQEITMPLDEPLLAEIKQRGSIRLRSRYRLGHELIEVINSVRVPQFQRLCEGYTAG
FYDADGTTFIASSPEHATQDLGKINRLSHSCYTWELREDILRFIDYDKRKRLFLALHYFKL
>lcl|Q5FYT4_FUSOX/64-196 (Q5FYT4)
FKWWFIGFSEGDGSFIVNYLEFKVDAQILFYIKKEGFGSASVHYRVRDKLIQFIKLSQFKLWVDAFNAWLSG
FTDAEGCFTSSTVRYVISQQDLADKINGYVGNNTVVNNKILQYLNIKKYISYKRWLKIYEL
>lcl|Q6ED50_CANZE/331-463 (Q6ED50)
FLEWFIGFFEGNGEFINYRVSLCMEKEMLFFIKQNSMGNIQYQLIMSKILANFIKLTKFQMFLSNLNYWLSG
LTDANGYFSMYSQKYDINKFNLFNFEMNYVCNKLMSLSKKLENYNKIEKKNHLDKIKRMEL
>lcl|Q3ZEG6_EPIFL/312-444 (Q3ZEG6)
FKYWFIGFTEGDGLFSVYYLEFKIDAQILFYIKKEGFGSVMLQFRVRKKLIEFIKNIQFANWIQAYNSWLAG
FTDSQGCFTVSTVRYILSQLDLLNKIALLLGYNMVVNNNILNYLKLKKLISYNNWLKVYIL
>lcl|O79545_SCEQU/52-184 (O79545)
FLEWFIGFFEGDGSLIMTLMFVITDKQILEKIQKTGFGSVIVRYVVQNKILCLLRKEILKKFVRAYNAWTCG
FTDAEGCFTISRIRYILTQRLFYNTLLNFFVFSYVMSNVVYPYFKEKKAQSFKIWSEIHCE
>lcl|Q950N4_9FUNG/31-163 (Q950N4)
FLYWLIGFTEGDGSFVVNELSFILNKNILYKIKKIGFGRVIKRFICGKLIILFIRKIQFHKFLTSFNTWILG
FTEAEGCFTISRTRFILTQPILSKCIEVFDVYNYIVSEIIYPYFDKVKLDSYKKFKILNNL
>lcl|Q33795_EMENI/62-194 (Q33795)
FAAYLAGLIEGDGTIIVPSIQIVFDLPLALMIQKEGFGSLSRILTINNFVISLMKINSLYKLIDFYQAWLSG
FIEADGSFQVRECKLEISQQEFLNKIADFFEYRVRTTNQAKSYFIKTKYLDSIDWMKVVDL
>lcl|B2VQ24_DICCI/87-219 (B2VQ24)
WLEWFIGFVEGDGSIYIDRCYFVIEIKILEEIQKTGFGNVKSKYIVTDLLAHFIRQQQVSQLITLINRWLSG
FTDAEGCFNITRAKFILDQQVLLKQICTLFIYRYLTDEKIIDYFTQKKKQSFENWQLVYKK
>lcl|A7KCT9_PLEOS/10-142 (A7KCT9)
FLTWLIGFTEGDGSFVLADFSLVLDIQILNMIQKIGLGKVIKRFVVQDLLATFLKKISFHKFLSALNEWLCG
FTDREGCFSVSHICFDIAQKYILEHISNLFSEKAYYYKKIFPYFDKKKIKSYILWRDLHTK
>lcl|C5GYN9_AJEDE/80-212 (C5GYN9)
WLTWFIGFVEGDGAIQTYRVRFVLESAILFYIKKNGIGTVKHRLIVDNLLAFFLRIQQLSLWVQALNAWLSG



FTDAEGCFNVSALNYNIKMNSILRIIKSLFATGFKSMISYFKVFPLKKAQSFNKWLAIHNI
>lcl|Q2EJ90_CANPA/47-179 (Q2EJ90)
FLQWFIGFFEGDGSFILGAIIIKIDRNVLEYIQSNGMGNICIAWSITNLISLFLRLFVFIKFISELNYWLSG
FTDAEGCFTASRVRYILSQKYVLEHILSEFCIKLFFYKKVLQSINNTKRVILKELCKTINK
>lcl|Q2LCQ1_DICCI/37-169 (Q2LCQ1)
FLIWFIGFVEGDSCFQVSDLLFVVNIEVLNEIQKVGFGLVTSRFCVQDLIILFMRQVRFKAFLDIYNAWISG
IVDSEGCFSISNIIFCISQEENIPKLSKFIGVKNLTTLLPKQYFENTKQKSYILWLNLINR
>lcl|AI5B_YEAST/88-220 (Q9ZZX0)
KGYYLSGLFEGDGNIYTRCFSITFDVLLANYLCTYKIGHITAKWNIMKVFMNILRYDQYFKYNFNNRPWLTG
FNDADGYFYTGKFHLELSQSYILDIIKKYFAYIYKAQKPFIEYFNNRRYKQYLLLNIAYLL
>lcl|Q3ZEH1_EPIFL/83-215 (Q3ZEH1)
WLTWFIGFTEGNGAIQTYRIRFVLESKILYEVQYKNIGIVKHRWIVDNLLAFFLRIEQLTKWVNALNGWLSG
FTDAEGCFNVSKMRYILNQSMILKKINKLFVYRYTVTNDIITYFKIKKAISFEKWLYIHNQ
>lcl|Q3T4A7_SMICU/75-207 (Q3T4A7)
FGYYLAGLIEGDGYFGKLLEIIFNDISLAYFIKKKGYGNIYKKYYLSHKVLDTFKIDQLIKYSYNTKYWLAG
FSDADSSFCITRLEFKIKQPTILKKIFKEFIYCYNSTKNIINYFDNSKYREYFRWRKAYRI
>lcl|A7KCU1_PLEOS/97-229 (A7KCU1)
FGYFLAGLIEGDGWFGHKHIIFAEDISLAYSIKNRGHGNVYKRYICKNIILSILKYEQLIKHNYSDNHWLSG
FTQADGCFYISRLEFSIKQNIPLKLLFETVIWCYKSSALLINYFDTGKYTNFLKFRKVYIL
>lcl|Q8HIS7_MONBE/64-196 (Q8HIS7)
FNQYLAGIIDGNGLLLLSEITMDSDERCLAYLKTKSSGTIKARYRIVQDLINIIKIKQLKILCEHFGAYFSG
LFDVNGTITCFYLSVFSKNLNIWVKLFNGNSYKWTIKKQDIIYFLQYTKNNPLRTLKQSRI
>lcl|B8R1A7_VOLCA/92-224 (B8R1A7)
FLAWLVGFLEGDGSFGARLCYVEIDVKLIHKIRSTGFGTITQKYWRYYNFVALLRQIQFEEWVKKLNAWLAG
FIEADGCFYTNFLKMHITQLAAIRDLFGATRVEITAYNNIIDYFKKKKKIDYQRWVRVHGY
>lcl|Q02673_PODAN/40-172 (Q02673)
WLGWFVGFSEGDGYLGINRPVFVLESKILHEIRDIQFGYVKDRFIVRDLLFYFLKINQLIRWSSLLNSWLSG
FVDAEGCFNVYSLRFIVDQLSLFNDLRDLLNYRFAITRLVIEYFNVRTKKTISIWKMTSIL
>lcl|Q6U7X9_CRIPE/112-244 (Q6U7X9)
FRSYLAGLLEGDGCIWIPIITFSFDLPLAMIIQQKATGHIYKTYRISNKFIDIMKLIDYLNNKGYSIAWLAG
FIDSDGHFSVRACSLEICQKDLISNSYFNIQYRIRTTLVLMGYLQKSKYLDYKDWNLVLTY
>lcl|B3V4M7_OEDCA/9-141 (B3V4M7)
WNEWLAGITDGNGYFSVNSFEITTDAKLLYNIKNTGGGSVKVRYRIKEDILNMLNHRRIAQFHQACTAYLAG
LIDSYGTITIGIYSRGYHQIEMIQESYGFGYEEFSLLIRLIPIYFKPELKQWEKFCRLWHK
>lcl|Q3ZIZ2_PSEAK/49-181 (Q3ZIZ2)
FLEWFIGFTEGDDCFQIFRCSFIIDIALLHKIRTLGFGEVMIRYSVQSRLAIFLTNLRFHKWVKFMKSWLSG
FIDAEGCFYARIRKFSLNQNLVLKNTGRVQQILLDYLIQIYRQLNNKKIQRFCNRCKKLNN
>lcl|Q950M1_9FUNG/122-254 (Q950M1)
FLEWFIGFVEGDGSFVISDLTQDLDIDLLHHIRTKGFGKILYVYYITGKILSFLKKEQFNKWLIVFNAWLSG
FIDAEGCFISRLTDFSITQLERIRNIILVNGYEFYLSKILIHYLSLIKRIQFQNWSKIHEL
>lcl|AI5_USTMA/294-426 (Q0H8Y1)
FLEWFVGFTEGDGSFIVSNLMFVIDIQVLHYIEQEGFGRVIKRFIVQDILIQFIKQNSFFKFVHHFNNWFCG
FTDARGCFTCSRFRFLLTQLISIANLMKGTVYEITVNEKIIDYFTNKKAKSYQIWLEIYES
>lcl|B9W1R8_GLOIN/71-203 (B9W1R8)
WLNWLTGLIEADGFFPNETLSFYINAPLIYALKYWGFGKVRWHFVIEDILANILKYEAYVKWINRFNNWLAG
FTEGNGSFFIGQVTLNISWLELFASQFKGICWEYNIKHLLFSVFADIKKYDYFDLKRACEL
>lcl|Q02679_PODAN/54-186 (Q02679)
IYWYLAGLIEGDGHLSVPSSGINTKIEIIFALKDTSAEFLKKIFRIPEFIVNIFKYDTLCKLIDFLNPWLAG
FIDADGSFSIKGFQLYLAQMQIISNFFKSKQFVVNTSLILVDYLTTSKYLDFKCWEKCLKM
>lcl|Q6ED53_CANZE/513-645 (Q6ED53)
FWEWLAGMIDGKGNFDLRTIRIKLDLRMLTRIQNKHMGRINTLWMMSTYMINLIKYDNFMKSCNYLNPYLSG
LIDTDGSMMFNSLLFKYNKDNVMPNYSPYRCMKNRLFITKMPYFMQMRKFKYSKNIKEYLL
>lcl|A5J077_GIBZE/52-184 (A5J077)
LGYYLAGLLEGDGSISLPRIVFTSNIGMYSFIQSENIGRFQGYIIGDILFINVLKNQRFNDLINFMNSWFSG
FSEADGHFGIKAAIFAAPNSETRKRSVSENLKTYKNNSFLIDYFNKDKLTDFKKWEIVYNM
>lcl|A5J068_GIBZE/88-220 (A5J068)
FWNWFAGIIDGDGNFDIRQIRIKLDIRILTHIQNYHIGRIRAPYSIYIYILEIIKVPGFKEACALYNPYYAG
LIDTDGSIVFNKLNFDNTLPTIIKRKRSNSIYDYFMHSKIKPFIEIIEHKIYSDFMINWIK
>lcl|Q6UVS2_PSEAK/27-159 (Q6UVS2)
SYPFIAGLIDGDGHIVVFYVITMHDELFLNELQQQGYLKKVARFHLNAELTKLINTIRVEQFKKICTGYIAG
LFTADGTAFLNRLSAAAKKDELSPLEIKIQFSKGDLRIEIVQFYEYYKRLDLMEQFFMLRE
>lcl|Q3T4B2_SMICU/82-214 (Q3T4B2)
FSYYLAGLIEGDGTIIVPSIQIVFDLPLALIIQKNGLGSISKRLTINNKLTKLFKIYYFNELIKFLNSWLSG
FIDADGHFNVSSCRFELVQNDKKDIMIKLAQYNINITLIISNYLLKSKFLNFKDYYKVLIL
>lcl|Q950R8_SPIPN/56-188 (Q950R8)
LGHRLAGLFEAEGSLDVPYPQIVFDLPYFTRLVQIGLDSNAAAILNVRLIICLLRISTLERAIQWYAGWFSD
FSCGDSCFGIETYQLEQSQLPIMESINTEISKKFRVRIILVSYFSQSKRLDYLDWLEAYKL
>lcl|Q8HIS6_MONBE/14-146 (Q8HIS6)
YLDWLAGITDGDGCFTISELTVETNLKCLYRIKTVGNIKPGKRYKLHHNIVNLLNPVRILQLDKVCANWLSG
FFDADGSIYINQVFISISQKYLLDQIAFVYIEVLAMTANLIPSIYELNMVEEKKWKELLEK
>lcl|O47489_CHLVU/25-157 (O47489)
DWHWLAGLIDADGGFYISSCEITMEVQTLFFIKKHGSVSQRRRWRLHQRLLKLFTTRVANQFQQVCEGWFSG
FFSGDGSFSINQPAIAISQKQILDEIASVVFQKFSLRLKSMIRFLGRGLHRDPKSQKRLHH
>lcl|Q02687_PODAN/89-221 (Q02687)
FAYYIAGLIEGDGTIHVPSIQIVFDLPLALLIQKEGHGSISRIYTVNSLFINLMKIFALHKLIDWYNAWLSG
FIESDGHFSLRECKFELSQEEIAISLYSVVQYRIRTTLAVVDYLTKTKLLDFNDWAKVVGV
>lcl|O21044_DICDI/9-141 (O21044)
QLGWVAGLLDSCGNIMFSNIEIKLDYECLENMKTKGAVKVSRRYRLNHKLLEIIIPVRVKKVKEVCEAWLSG
FFDGVGSIVINQLVLTFNQQILIKIQRIVGTSKEEILNKRIGLIPQDNQLQETLWKKFMIQ
>lcl|VS73/4-136 A 0|gi|0
SPWTITGFADAESSFMLTRFRIGLDVTILKSIREYGAGIITSRIRFESVVINFPKRADYLLFKKAFYNWVAG
FTAGEGSFYIRQSVFQITQIELMKNLISYLCVDLVVTEKIIPFFNKVKLQDYRDWCKVVTL



>gi|66957894|gb|AAY59060.1|/423-555 ribosomal protein 3/homing endonuclease-like protein fusion [Ophiostoma novo-ulmi subsp. americana]
NPWILTGFADAEGSFLLRGFQITLDKSILENIQSTKVGVIANVTRFEDVIIDFPKLGDYMLFKQAFCKWLAG
FTSGEGCFFVNQLVFSITQKNLMNSLITYLWLDFVVTDKIIPVFQEVKLEDFEDWCKVAKL
>gi|257097894|gb|ACV41167.1|/415-547 ribosomal protein 3/homing endonuclease-like fusion protein [Leptographium truncatum]
SPWTITGFADAESSFMLTRFRIGLDVTILKSIREYGAGIITSRIRFESVVINFPKRADYLLFKKAFYNWVAG
FTAGEGSFYIRQSVFQITQIELMKNLISYLCVDLVVTEKIIPFFNKVKLQDYRDWCKVVTL
>lcl|CPA4_AF029891.1/42-174
NPWFITGLVDAEGSFVVNEIALNEDRDLLTGIQDYGIGNITFTFKLKVIVIRFYNVPILQLFSRVVGWWLAG
FTEGESCFFIPQLAFTITQKELLNVIAQFLACDFIVNNKIIPFFNKTKSLNYQDFVKVFEL
>lcl|HJE2_AF447590.1/5-137
DPNFLTGFTDAEGSFVLSRFSISLDKFVLEAIKNYGVGEIYTQYRVFSLVIDFPKFGDYSLFKQAYLQWLAG
FTSGEGSFGVKELIFQINQKQLMACIAEYLAIVYRVSEKVIPFFIKIKALDFKDFCSLAEL
>gi|257097864|gb|ACV41152.1|/186-318 ribosomal protein 3/homing endonuclease-like fusion protein [Grosmannia piceiperda]
DPWFITGFADAESSFVVSQIALSQDLALLERIKSYDAGNIYIDWHVTSIILDFPKLADYILFKEVFNWWVAG
FTEGEGCFSVVSLIFQITQIVLMQNIIKFLAVDILVTEKVIPFFESLKLKNFTDFSKAADI
>gi|34538660|gb|AAQ74268.1|/39-171 intronic ORF at intron 1 of nad4 [Moniliophthora perniciosa]
DPWWITGFTDAEGSFGLYVFSISLDRDILSQIQNFGFGGIHSKYTVKSIIIDFLKLNDYKLFKLAYNYWVSG
FTSGEGNFMIDGLRFTITQKQLMISLIDFFCFNLTIRTKIIPFFSKDKLLNFQNFIEASKL
>gi|466464|gb|AAC48982.1|/134-266 ORF1 [Sclerotinia sclerotiorum]
NPWFLTGFIDGEGCFRISFFQINLDIALLEDIRDYGVGMIHKRIQTFDILINLPKKWDFELFKQAHEHWFSG
FTSAEGCFMVGYLSFIVTQELLLKCLIDYFVYEYQVSEKFIDFFDKEKSKDYLDFRTVSEI
>gi|156106283|gb|ABU49446.1|/102-234 unknown [Phaeosphaeria nodorum SN15]
NPGVWSGLIDGEGSFSIIELKFQLDLNLLCLLQQHLGGIGSIRDMVNYNLILLPKAADFLLLKKAVEYWISG
FVSAEGNFDVRQLRFRISQLILMQKIVEYLSISLTIVNILVPFFDEIKLHDYLDWCKIHSL
>gi|86142508|gb|ABC86623.1|/134-266 LAGLIDADG endonuclease [Gibberella zeae]
DPSYVTGFTDGEGSFILTRFVISLDLVLLNSLKNFNTGSVFLQYRVESIIINFPKQADYMLFKLAYNLWLAG
FTDAEGCFSVVKLSFIITQEFLIKSLIEYLAIDFKVSNIIIPFYDKNKSLDFKDFSRVVTL
>gi|7159925|emb|CAA38767.2|/143-275 Dod ND3 i1 grp IC protein [Podospora anserina]
NPSYISGFVDGEGSFMLTRFVISLDLSLLNKIKEFDVGNVFLQYRVESLIINFPKQADYKLFKMAHNFWLSG
FVDAEGCFSVVKLSFILTQEYLIKSLIEYLTIDFKVTDIIVPFFIKNKNLDFTDFCEVVRL
>lcl|CPAI_AF068139.1/7-139
NPWVVTGLVDAEGSFNITRLEMSMRFTLEQLINYFGGGGIRVRFYIESTVINFPKQEDYLLFKQVFEPWLAG
FTSGDGNFYISQLVFTLTQQALMNSLISYLWLQFIVTEKIIPIFKEEKFKDFQDWCRAAEL
>lcl|PANI_X55026.1/24-156
NPWIVVGFSDAESSFMIRVFSIAVDLFLLESIKTFGLGSIKKSYRIESFIIPFPKLGDYLLFKKVVENWLAG
FVSGEGCFKSIILIFQVTQEKLMESLISYFWLSYIVSTKIIPFFLQSKNLDFNDWCKIATL
>lcl|SCUI_AY863213.1/9-141
NPNWVTGFTQADGCFNITRFIISQDELLILSIKNFNCGIIIKVNSINDIIIPFPKYTSYLIFKNIIENFIGG
LIQGDGCFNISQAQLFIAQIELLSEIKKFFMSIIEIKNKILPLFNEDKLKQFIIFKQIVNL
>lcl|MVEI_AY863211.1/8-140
LTWFITGLTEAEGCFNINRFSIAVDLELLKLVKDCNCGTISERYFTVSIIIPFLKLLDFEDWVLAANNYISG
FIAGDGSINIHSIFLSITQLFLMNEIKDFFSVQLLIESTLIPFFNKIKLINLNKIIKILEL
>lcl|AABI_AF284855.1/12-144
NPWFLTGFIDGEGCFRISFFQINLDRALLESIKDYGVGKIHIQYRIQTILIKLPKRADFELFNTAHKHWLSG
FASAEGCFMVGYLTFILTQEFLMKCLVDYFVYEYQVSEKLLVFFDKEKAKDLFDFCSVSDL
>lcl|GZE2_DQ364632.1/6-138
NPWFVTGFTDAEGSFMIHQIKLDIDLSLLEEIKIYNTGSINTVYKVRSIIISFNKKADFELFKLIINEWMAG
FVSGEGSFSVYSLSFRVSQKQLLKSFVDFFIFVTRKFDKIIPLFNEVKYKDFKDWSLVAKM
>lcl|GZE3_DQ364632.1/7-139
NPWFITGFTDGDGSFTISTFTIGLDLDILIQFKAYNAGKIYKYYTIGSHVLPFPKLKDYLVFKRILLDWLAG
FITAEASFFISSLVFSLSQLDLLKRIADSLELVITKSQKLTPLLSKVKLLDFERFKKASIL
>lcl|SMAI_CBI61310.1/122-254
NPWAVVGFIDAEGSFMVRIFSVTVDLFLLESLKTFGLGSIKKSYRIESIILPFSKLGDYLLFKKVLEFWLAG
FVSGDGSFKSIILVFQITQVKLMESLISYLYYTVTNFGKIIPFFHQSKYGDYMDWCKIALI
>lcl|AAEI_U54637.1/8-140
NPWFITGFTDAEGSFMVSSFAIHIDISLLNQIQKTGVGNVRKLFRVDNVIINFPKASDYIIFKKCYNYWISG
FASGDSTFSVSRLIFGTCLKELLIGMANYFKYKYNYDDIIIPFFNKVKHLDFYDFKLISNL
>lcl|APAI_AF538042.1/10-142
TPFFVTGITDAEGCFSVGVFSITLDEALLKQLLSFGKGGIFRRFESKNAVVKFPKQADYLLWKKAVEEWMAG
FISGEGCFIVEKIKFNIPQIILLQVLNEYLVMEFRFQEQIVPFIRSMKIHDFNDWCQAIDI
>lcl|CPA3_AF029891.1/10-142
NPWFLTGFSDAECSFSILVFAIGLDLELLKRIQSYGVGKIHIQFRIDSVIINFPKWADYTLFKKALDNWISG
FASGDSSFNVKQLRFGIGLKALIQYLVAYFSARFEVVDKIIPFFDKKKSLDYINFKEVADI
>lcl|LTR2_ADN05145.1/11-143
LNWYICGLVDAEGSFGVNELAMNSDKQLLELIKKTNIYHNPSKFKVSNKIIPFTKRGDFILFCKVVERWLAG
FIEGEACFFVSQLVFKITQKILIESIVELLDFTVTSINYIIPFFNEQKLKNYEDFKLIFDM
>lcl|NCR2_K02655.1/9-141
NPDYITGFVDGEGCFSLSIFSISLDISLLEAIQRTKVGKIYKQYRVSSIITDFPKRVDYLLFKQAIANWIRG
FIEGEGCFQVIWLRFSLTQEELLKDIAIYLQYLITIFNKLIPFLKEVKQEDFLDFVKIAKL
>lcl|PAN4_X55026.1/14-146
FAYYIAGLIEGDGTIHVPQIVFHLDLPLALLIQKEGHGSISRIYTVNSLFINLMKTNKIFALHKLIDAWLSG
FIESDGHFSLRECKFELSQNLFFLEEIAISQYRIRTTLAVVDYLTKTKLLDFNDWAKVVGV
>lcl|EJEI_AB027341.1/7-139
NPWFFTGFADAEGSFSILKYTTGWDLDLLLNIQAYGIGKIHIQFRVDSVLINFPKLADYILFKKAFANWMAG
FASGDSSFNVKQLRFAIELKNLIQHLSAYFRFQIVNSYKIIPFFEKKKSLDFISFKEVALI
>lcl|CKAI_AB027347.1/16-148
NPWFISGFIDGEGCFRISFFQITLDKLLLESIKNYGVGKVYKIQSFTEAILNLPKRADYELFKNAYYHWLIG
FVSAEGCFLVGYLTFIITQEQLMNSLIEYLEYQVSKYEKIIPLFNKQKYEDFKDFEKVAIL
>lcl|OHEI_AB027349.1/10-142
FFFFYIHKKTAEGSFSILIFTIGLDLDLLNKIQSYGIGKIHIQFRVDSILLNFPKLADYILFKKAFDNWMAG
FASGDSSFNIKQLRFAIELKDFVEHLPAYFRFQIVNYDKILPFFEKKKSLDFISFKEVALI
>lcl|DCII_DQ336395.4/13-145



WLEWFIGFVEGDGSIYIDYFVIRQEIKILEEIQKTGFGNVKSKYIVTDLLAHFIQVSQLITLINNLKRWLSG
FTDAEGCFNITRAKFILDQQVLLKQICTLFIYRYLTDEKIIDYFTQKKKQSFENWQLVYKK


