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O colietotrichum siamense strain CPC 20389 185 ribosomal RNA gene, partial sequence; internal transeribed spacer 1, 5 85 rinosomal RNA gene, and internaltt 802 802 93% 0.0 99% KC566341.1
O colietotrichum siamense strain CPC 20362 185 ribosomal RNA gene, partial sequence: internal transeribed spacer 1, 5 85 rinosomal RNA gene, and internaltt 802 802 93% 0.0 99% KC566828.1
O colietotrichum siamense strain Il 82267 185 ribosomal RNA qene, partial sequence:. internal transcribed spacer 1. 585 ribosomal RNA gene, and internal trai 802 802 93% 0.0 99% KC566823.1
O colietotrichum siamense strain CPC 20385 185 ribosomal RNA gene, partial sequence: internal transeribed spacer 1, 585 rinosomal RNA gene, and internaltt 802 802 93% 0.0 99% KC566318.1
O colietorichum siamense strain CPC 20384 133 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 588 ribosomal RNA gene, and internaltt 802 802 93% 0.0 99% KC566817.1
O colietotrichum fructicola strain Col 133 188 ribosomal RNA gene. partial sequence: internal franscribed spacer 1, 5,85 ribosomal RNA gene. and internal ransc 802 802 93% 0.0 99% KCS66774.1
[ colletotrichum glososporisides strain HXCGO1 188 ribosomal RINA gene. partial sequence: internal ranscribed spacer 1, 5 88 ribosomal RWA gene. andintern 802 802  93% 00 99% JQ27772041
[ colletotrichum glogosporioides strain G15 internal transcribed spacer 1. partial sequence: 5 88 ribosomal RNA gene and internal transcribed spacer 2, comple: 802 802  93% 00 99% KC958878.1
[ colletotrichum glogosporioides strain G14 internal transcribed spacer 1. partial sequence: 5 88 ribosomal RNA gene. complete sequence; and internal transcril 802 802  93% 00 99% KC958877.1
O colletotrichum siamense strain F272 185 ribosomal RIA gene. partial sequence: internal transcribed spacer 1, 588 ribosomal RNA gene. and internal ranscri 802 802 93% 0.0 99% KC425649.1
O colietotrichum gloeosporicides strain E125 internal transcribed spacer 1. partial sequence: 5.83 ribosomal RNA gene. complete sequence: andinternal transar 802 802 93% 0.0 99% JQ814347.1
O colietotrichum gloeosporicides strain E128 internal transcribed spacer 1. partial sequence: 5.83 ribosomal RNA gene. complete sequence: andinternal transcr 802 802 93% 0.0 99% JQ814348.1
O colietotrichum gloeosporicides strain E122 internal transcribed spacer 1. partial sequence: 5.3 ribosomal RNA gene. complete sequence: andinternal transcr 802 802 93% 0.0 99% JQ814344.1
O colietotrichum gloeosporicides strain E66.2 internal transcribed spacer 1, partial sequence: 5.85 ribosomal RNA gene, complete sequence: and internal transc 802 802  93% 0.0 99% JQ814317.1
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[ Penicillium simplicissimum strain KUC5153 183 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 58S ribosomal RNA gene andint 1068 1068 100% 0.0 100% HUI4589430.1
[ Penicillium sp. 6 JJK-2011 183 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RNA gene. and internal transcribed 1037 1037 100% 0.0  99% HW489409.1
O Penicillium sp. UASWS0345 128 ribosomal RINA gene. partial sequence: internal ranscribed spacer 1. 5,25 ribosomal RINA gene. and infernal ranscribec 1029 1029 96% 0.0 100% HM2359851
) Fungal sp. JF15 185 ribosomal RMA gene, partial sequence; internal transcribed spacer 1. 5.85 rivgsomal RNA gene. and intemal ranscried spacer2. ¢ 1024 1024 100% 0.0 99% KCG6023241
[ Fungal sp. JF11 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RNA gene, and internal transcribed spacer2. ¢ 1024 1024 100% 00 99% KC602320.1
[J  Penicillium simplicissimum isolate ATT160 185 i RNA gene, partial sequence: internal franscribed spacer 1, 5.85 ri RNA gene, andinte 1024 1024 100% 00 99% HQG607866.1
[ Penicillium simplicissimum AHS-257-24 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5 8 ribosomal RNA gene, andintern: 1024 1024 95% 0.0 100% DQO026013.1
O Penicillium sp. GCA-683-22 188 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RNA gene, and intemal transcribed 1022 1022 95% 0.0 100% DQ279802.1
O Ppenicillium oct 5.82 rRMNA gene, 288 rRNA gene (partial), ITS1 (partial) and ITS2, strain S6A2 1016 1016 100% 0.0 98% AJ5088651

O penicillium simplicissimum isolate P25 185 ribosomal RNA gene, pariial sequence: internal ranscribed spacer 1. 5.85 ribosomal RNA gene, and intenal 1013 1013 100% 0.0 98% JM2460431

[ Penicillium simplicissimum isolate CY160 18S ribosomal RMA gene, partial sequence: internal transcribed spacer 1, 58S rivosomal RMA gene, and inter 1013 1013 100% 00 98% HQ607995.1
[J Fungal sp. JF35 185 ribosomal RNA gene, partial sequence. internal iranscribed spacer 1, 5.85 risosomal RMNA gene, and internal transcribed spacer 2. ¢ 1011 1011 100% 0.0 98% KCG023441
) Uncultured funqus clone 7-26 185 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal transcribe 1011 1011 100% 0.0  98% JN713911.1

[ Penicillium sp. P41 188 ribosomal RNA gene. partial seguence: intemal transcribed spacer 1. 5.88 ribosomal RNA gene, and intemal transcribed spacer; 1011 1011 100% 0.0 98% JN2460451

O Penicillium sp. P17 185 ribosomal RNA gene. partial sequence; internal transcribed spacer 1. 5.88 ribosomal RNA gene. and internal franscribed spacer: 1011 1011 100% 0.0 98% JN2450441

O penicillium wolroi CBS 118171 ITS region; from TYPE material 1011 1011 94% 0.0 100% NR 1198131
[ Penicillium sp. 1 JH-2010 culture-collection CBS:116295 internal transcribed spacer 1, 5.88 1 RNA gene, and internal transcribed spacer 2 comg 1011 1011 94% 0.0 100% GU981589.1
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O Dot sp P15E6 185 ri RMNA gene, partial sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal tr: spac 857 857 100% 00 99% JM2072911
O Dot sp P15E2 185 i RMNA gene, partial sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal tr: spac 841 841 97% 00 99% JM207287.1
O Dot sp. PO9E3 185 ribosomal RNA gene, partial sequence; internal tr: spacer 1,585 1 RNA gene. and internal transcribed space 839 839 97% 0.0 99% JN207264.1
O Dot sp P15E5 185 i RMNA gene, partial sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal tr: spar 837 837 97% 00 99% JM207290.1
O Dot sp 7696 185 RMNA gene, partial sequence; internal transcribed spacer 1, 585 ribosomal RNA gene, and internal tr: spacer 832 832 100% 00 98% EUG20540.1
[ Epicoccum sorghi isolate NLF01 18S ribosomal RNA gene, partial sequence: internal tr spacer 1,585 RNA gene. and internal transcribed 830 830 99% 00 98% KC106683.1
) Epicoccum sorghi iselate NLF08 18S ribosomal RNA gene, partial sequence: internal fr: spacer 1,585 1 RNA gene. and internal transcribed 830 830 99% 00 98% KC106689.1
O Dot sp. 7687 185 RMNA gene, partial sequence; internal transcribed spacer 1, 585 ribosomal RNA gene, and internal tr: spacer 830 830 99% 00 98% EUG205311
[0 Ascomvcete sp RWE-118S ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 585 i RNA gene, and internal transcribed spacer2. 830 830 99% 0.0 98% DQ993634.1
) Phoma sp. KGMO1 internal transcribed spacer 1. parial sequence: 5.3 ribosomal RNA gene and internal transcribed spacer 2, complete sequence:and 285 826 826 100% 0.0 98% KFB75768.1
[ Dothideomycetes sp. genotvpe 527 isolate NC0343 internal transcribed spacer 1. partial sequence: 5,35 ribosomal RNA gene and internal ranscribed spacer2 826 826 100% 0.0 98% JQ7613751
[ Phoma sp. 3 TMS-2011 voucher SC14d1p16-14 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene, andinten 826 826 100% 0.0 98% HQE31000.1
[ Fungal sp. 34 ZLY-2010 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.88 ribosomal RNA gene. and internal transcribed spacer2 826 826 100% 0.0 98% GU903234.1
[ Uncultured ascomvcete clone 41 CO7 183 ribosomal RINA gene, partial sequence: internal transcribed spacer 1. 5,38 ribosomal RNA gene. and internal trans 826 826 100% 0.0 98% EU489900.1
[ Daothi 5D. 7685 188 1i RMA gene, partial sequence; internal transcribed spacer 1, 5.88 ribosomal RMA gene, and internal transcribed spacer 826 826 100% 0.0 98% EUB805461
[ Daothi 5D. 7401 188 1i RMA gene, partial sequence; internal transcribed spacer 1, 5.88 ribosomal RMA gene, and internal transcribed spacer 826 826 100% 0.0 98% EUB805111
[ Daothi 5D. 7400 188 1i RMA gene, partial sequence; internal transcribed spacer 1, 5.88 ribosomal RMA gene, and internal transcribed spacer 826 826 100% 0.0 98% EUB805101
[ Daothi 5D. 7399 188 1i RMA gene, partial sequence: internal transcribed spacer 1, 5.88 ribosomal RMA gene, and internal transcribed spacer 826 826 100% 0.0 98% EUB805091
[ Uncultured Dothideomvcetes clone 1.13 188 ribosomal RMA gene, partial sequence: internal transcribed spacer 1, 5.88 ribosomal RNA gene. and internaltrans 826 826 100% 0.0 98% EU8805021
[ Uncultured Dothideomvcetes clone F6 18 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.83 ribosomal RNA gene, and internal ransc) 826 826 99% 0.0 98% EU8804891
14 Leptosphaeria sacchari isolate PLEFUN2O 122 ribosomal RMA gene, partial sequence; internal transcribed spacer 1, 5.88 ribosomal RMA gene, and internal tr: 824 824 99% 0.0 98% KCO005680.1
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Bc im ioides strain CG03 183 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5 88 rinosomal RNA gene. andinternalt 837 837 99% 00 99% KJ6324011
Oc im ioides internal franscribed spacer 1, partial sequence: 585 RNA gene and internal franscribed spacer 2, complete sequenc 837 837 99% 0.0 99% KJ625631.1
Oc im ioides strain NFB8 185 ribosomal RNA gene, partial seguence; internal transcribed spacer 1, 585 RNA gene, andinternaltr 837 837 99% 0.0 99% KJ588251.1
Oc Im ioides strain NF52 188 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.28 ribosomal RMA gene, andinternal tr 837 837  99% 0.0 99% KJ588250.1
Bc Im ioides strain NF31 188 ribosomal RA gene, partial sequence: internal transcribed spacer 1, 5.28 ribosomal RMA gene, andinternal tr 837 837  99% 0.0 99% KJ5882491
Bc Im ioides strain NF25 188 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.28 ribosomal RMA gene, andinternal tr 837 837  99% 0.0 99% KJ588248.1
Oc im ioides strain NF21 188 ribosomal RNA gene, partial seguence; internal transcribed spacer 1, 585 RNA gene, andinternaltr 837 837 99% 0.0 99% KJ5882471
Oc um sp. 2 MJ-2014 internal transcribed spacer 1. partial sequence; 585 i RNA gene and internal fr: spacer 2, complete sequence. 837 837 99% 0.0 99% KJ572160.1
Oc Jm ioides voucher SOLS-FT010 18S ribosomal RNA gene. partial seguence; internal transcribed spacer 1. 5.85 RNAgene.and 837 8§37 99% 0.0 99% KJ493226.1
Bc im sp. GW151 188 i RINA gene, partial internal fr ibed spacer 1, 5.88 ribosomal RMA gene, and internal ranscribed spacer 837 837 99% 0.0 99% KF2146341
[ Colletotrichum sp. ATL-4 internal transcribed spacer 1. partial sequence: 5.83 ribosomal RMNA gene and internal transcribed spacer 2, complete sequence:and: 837 837 99% 0.0 99% KJ180499.1
Oc ichum ioides isolate UOM U internal transcribed spacer 1, partial 5.85 ribosomal RNA gene and internal transcribed spacer 2 cor 837 837  99% 0.0 99% KF923860.1
) Glomerella cingulata isolate UON P internal tr spacer 1, partial sequence; 585 RNA gene and internal franscribed spacer 2, complete sequ 837 937 99% 0.0 99% KF92328551
Oc Im ioides isolate UOM M internal transcribed spacer 1. partial 5.85 ribosomal RNA gene and internal transcribed spacer 2 cor 837 837  99% 0.0 99% KF9238531
[ Colletotrichum siamense isolate GM29 183 ribosomal RMA gene. partial sequence: internal transcribed spacer 1. 5 88 ribosomal RNA gene. and internal trans¢ 837 837 99% 0.0 99% KC5121271
[ Colletotrichum tropicale isolate GM33-L01 185 ribosomal RMA gene. partial sequence: internal transcribed spacer 1. 5 88 ribosomal RNA gene. and internal trai 837 837 99% 0.0 99% KC5121281
Bc ichum ioides strain F internal ir: ibed spacer 1. partial sequence; 5.28 ribosomal RMA gene and internal transcribed spacer 2, complete s 837 837  99% 0.0 99% KF7801571
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[J collstotrichum sp. CRPL1 mitochondrial genomic DNA containing 165-238 intergenic spacer region, isolate CRPL1 721721 100% 0.0 100% HGI9383651
O Calletotrichum strain CGB0 18S ri RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RMA gene, andinternal 721 721 100% 0.0 100% KJ632430.1
O Calletotrichum strain CG14 185 ri RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RMA gene, and internal 721 721 100% 0.0 100% KJ6324231
O Calletotrichum strain CG40 18S ri RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RMA gene, and internal 721 721 100% 0.0 100% KJ6324151
O Calletotrichum strain CG04 18S ri RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RMA gene, and internal 721 721 100% 0.0 100% KJ632405.1
O Calletotrichum strain CG20 18S ri RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RMA gene, and internal 721 721 100% 0.0 100% KJ632402.1
O Calletotrichum strain CG03 18S ri RNA gene, partial sequence: internal transcribed spacer 1, 5.8S ribosomal RMA gene, and internal 721 721 100% 0.0 100% KJ632401.1
O Calletotrichum internal transcribed spacer 1, partial sequence; 5.85 ri RNA gene and internal transcribed spacer 2, complete sequen 721 721 100% 0.0 100% KJG625631.1
[ Calletotrichum strain NFE8 18S r RNA gene, partial sequence: internal transcribed spacer 1, 5.8S ribosomal RNA gens, andinternal 721 721 100% 0.0 100% KJ588251.1
[ Colletotrichum alf Ga to alignment for Colletotrichum glososporioides strain NFG8 185 ribosomal RNA gene, partial sequence: internal transcribed jne.andinternal 721 721 100% 0.0 100% KJ588260.1
O coletetichumald zz:;zrnl,es‘ss ribosomal RNA gene, and internal transcribed spacer 2, complete sequence; and 235 ribosomal RNA gene, partial E@ it T2 100% 00 100% sussezas
0 colletotrichum ioides strain NF25 188 ribosomal RNA gene, partial sequence: internal franscribed spacer 1, 5.2 ribosomal RMA gene, andinternal 721 721 100% 0.0 100% KJ588248.1
0 colletotrichum ioides strain NF21 188 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.8 ribosomal RMA gene, andinternal 721 721 100% 0.0 100% KJ588247.1
) Collstotrichum sp. 2 WJ-2014 internal transcribed spacer 1. partial sequence: 5.85 ribosomal RNA gene and internal ranscribed spacer 2. complete sequence 721 721 100% 0.0 100% KJ5721601
) Collstotrichum sp. GM151 183 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,85 ribosomal RNA gene. and internal transcribed space 721 721 100% 0.0 100% KF214834.1
) Collstotrichum sp. GM149 183 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,88 ribosomal RNA gene. and internal transcribed space 721 721 100% 0.0 100% KF214833.1
;:If'b\ast‘n:t‘»;r:\rr;n\.h‘.gc‘wl‘BIast.:gi#‘al_r.\H:-ir_EBQWZSBBE sequence; 5.88 ribosomal RNA gene and internal transcribed spacer 2, complete sequence;anc 721 721 100% 0.0 100% KJ160499.1
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[ colletatrichum ioides strain M32.1 185 ri RNA gene, partial sequence; internal tr. spacer 1,585 RMA gene, and interr 785 785 99% 0.0 99% JQ936116.1
[ colletatrichum ioides strain CG30 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and intern 782 782 99% 0.0 99% KJ632412.1
[ Colletotrichum aloeosporioides strain CG23 185 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.88 ribosomal RNA gene. andintern 782 782 99% 0.0 99% KJ6324111
[ Colletotrichum aloeosporioides strain CG22 185 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.88 ribosomal RNA gene. andintern 782 782 99% 0.0 99% KJ6324101
[J Colletatrichum ioides strain CG16 185 ribosomal RNA gene, partial sequence: internal franscribed spacer 1, 5 85 ribosomal RNA gene, and intern 782 782  99% 00 99% KJ6324081
[ colletatrichum ioides isolate MPT-2 185 ri RMA gene, partial sequence: internal ir. spacer 1,585 RMA gene, andinte 782 782 99% 0.0 99% KJ599626.1
[ colletatrichum ioides isolate SH14 internal transcribed spacer 1, partial sequence; 5.85 ri RMNA gene and internal spacer2 cc 782 782 99% 0.0 99% KJ572157.1
[ Colletotrichum fragariae isolate Z)23 internal transcribed spacer 1. partial sequence: 5.83 ribosomal RNA gene and internal transcribed spacer 2, complete : 782 782 99% 0.0 99% KJ5721561
[ Glomerella cingulata isolate EPQAU010108 internal transcribed spacer 1, parfial sequence: 5.83 ribosomal RMA gene and internal transcribed spacer 2. cor 782 782 99% 0.0 99% KJB38946.1
[ Glomerella cingulata isolats EPQAU010107 internal transcribed spacer 1. partial sequence: 5.83 ribosomal RMA gene and internal transcribed spacer 2 cor 782 782 99% 0.0 99% KJ6389451
[ Glomerella cingulata isolate EPQAU010106 internal transcribed spacer 1, partial sequence: 5.85 rivosomal RNA gene and intemal transcribed spacer 2 cor 782 782  99% 0.0 99% KJ538044.1
[ Glomerella cingulata isolate EPQAU010105 internal transcribed spacer 1, partial sequence: 5.85 ribosomal RNA gene and intemal transcribed spacer 2 cor 782 782  99% 0.0 99% KJ5389431
[ Glomerella cingulata isolate EPQAU010104 internal transcribed spacer 1, parfial sequence: 5.83 ribosomal RMA gene and internal transcribed spacer 2. cor 782 782 99% 0.0 99% KJ6389421
[ Glomerella cingulata isolate EPQAU010103 internal transcribed spacer 1, parfial sequence: 5.83 ribosomal RMA gene and internal ranscribed spacer 2. cor 782 782 99% 0.0 99% KJ6389411
[ Plamaralia rinmulats isnlatn COAM INAA4AY intarmal frane mrikad snnenr 4 nadial camianes & 02 ihasamal OMA anms and infnemal ane s d cnnenr 3 se 729 787 0082 NN QQ8L K IRAAQAN 4
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) Colletotrichum fructicola isolate CNU122031 188 ribosomal RNA gene. partial sequence: intemal transcribed spacer 1 and 5.88 ribosomal RNA gene, complete 725 725 91% 0.0 99% KJB512541

O colletotrichum strain CG30 185 RNA gene, partial sequence: internal transcrived spacer 1, 5.8 ribosomal RNA gene, andinternalt 725 725 91% 0.0 99% KJG324121

O colletotrichum strain CG28 185 RNA gene, partial seguence; intemnal transcrived epacer 1, 5.8S rivosomal RNA gene andinternalt 725 725 91% 0.0 99% KJG6324111

) Colletotrichum aloeosporioides strain CG22 185 ribosomal RMNA gene. partial sequence: internal transcribed spacer 1. 5.83 ribosomal RNA gene, andinternalt 725 725 91% 0.0 99% KJ6324101

O colletotrichum strain CG16 185 RNA gene, partial sequence: internal transcrived spacer 1, 5.8 ribosomal RNA gene, andinternalt 725 725 91% 0.0 99% KJG324081

[ colletotrichum isolate MPT-2 18S ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5 8S ribosomal RMA gene, and interna 725 725 91% 0.0 99% KJ599626.1

) Colletotrichum aloeosporioides isolate SH14 internal transcribed spacer 1, partial sequence: 5.83 ribosomal RNA gene and internal transcribed spacer 2, come 725 725 91% 0.0 99% KJ5721571

[ colletotrichum fragariae isolate 2123 internal transcribed spacer 1, partial sequence: 5.85 ribosomal RNA gene and internal spacer 2, complete seg 725 725 91% 0.0 99% KJ572156.1

[ Glomerella cinqulata isolate EPQAUO10108 internal spacer 1, partial sequence: 5.85 RNA gene and internal transcribed spacer 2, compl 725 725  91% 0.0 99% KJG380946.1

) Glomerella cingulata isolate EPQAU010107 internal transcribed spacer 1. partial sequence: 5,38 ribosomal RNA gene and internal transcribed spacer 2. compl 725 725 91% 0.0 99% KJG389451

[J Glomerella cinqulata isolate EPQAU010106 internal spacer 1, partial sequence: 5.85 RNA gene and internal transcribed spacer 2, compl 725 725  91% 0.0 99% KJG389441

([ Glomerella cinqulata isolate EPQAUO10105 internal spacer 1, partial sequence: 5.85 RNA gene and internal transcribed spacer 2, compl 725 725  91% 0.0 99% KJG389431

) Glomerella cingulata isolate EPQAU010104 internal transcribed spacer 1. partial sequence: 5,38 ribosomal RNA gene and internal transcribed spacer 2. compl 725 725 91% 0.0 99% KJG389421

[J Glomerella cinqulata isolate EPQAU010103 internal spacer 1, partial sequence; 5.85 RMA gene and internal transcribed spacer 2, comph 725 725 91% 0.0 99% KJ638941.1

[ Glomerella cinqulata isolate EPQAUO10102 internal spacer 1, partial sequence: 5.85 RNA gene and internal transcribed spacer 2, compl 725 725  91% 0.0 99% KJG38940.1

) Glomerella cingulata isolate EPQAU010101 internal transcribed spacer 1. partial sequence: 5,38 ribosomal RNA gene and internal transcribed spacer 2. compl 725 725 91% 0.0 99% KJG389391
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[ colletotrichum cf. UFMGCB 4636 185 RMA gene, partial sequencs: internal transcribed spacer 1, 5.85 ribosomal RNA gene, andints 793 793 98% 0.0 99% JN031060.1

[ Colletotrichum fructicola isolate CNU122031 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1 and 5.83 ribosomal RNA gene, complete 789 789 97% 0.0 99% KJB51254.1

O colletotrichum ioides strain CG30 185 RMA gene, partial sequencs: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internalt 789 789  97% 0.0 99% KJ632412.1

) Colletotrichum aloeosporioides strain CG23 185 ribosomal RMA gene, partial sequence: internal franscribed spacer 1. 5.85 ribosomal RNA gene, and internalt 789 789 97% 0.0 99% KJB32411.1

O colletotrichum ioides strain CG22 185 RMA gene, partial sequencs: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internalt 789 789  97% 0.0 99% KJ632410.1

O colletotrichum oloeosporioides strain CG16 188 ribosomal RNA gene. partial sequence; internal transcribed spacer 1. 5.89 ribosomal RNA gene. andinternalt 789 789 97% 0.0 99% KJ6324081

[ colletotrichum ioides isolate MPT-2 185 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 585 ribosomal RNA gene. andinterna 789 789  97% 00 99% KIJ599626.1

[ Colletotrichum oloeosporioides isolate SH14 intemnal transcriped spacer 1. parfial sequence: 5.85 ribosomal RMNA gene and intemal iranscribed spacer2, comy 789 789 97% 0.0 99% KJ572157.4

) Colletotrichum fragariae isolate ZJ23 internal transcribed spacer 1. partial sequence: 5.83 ribosomal RNA gene and internal transcribed spacer 2, complete sec 789 789 97% 0.0 99% KJ572156.1

[ Glomerella cinqulata isolate EPQAU010108 internal transcribed spacer 1, partial sequence: 58S ribosomal RNA gene and internal transcribed spacer 2 compl 789 789  97% 0.0 99% KJ538946.1

) clomerella cingulata isolate EPQAU010107 internal ranscribed spacer 1, partial sequence: 5,85 ribosomal RNA gene and internal transcribed spacer 2. compl 789 789 97% 0.0 99% KJB38945.1

[ Glomerella cinqulata isolate EPQAU010106 internal transcribed spacer 1, partial sequence: 58S ribosomal RNA gene and internal transcribed spacer 2 compl 789 789  97% 0.0 99% KJ638944.1

) Glomerella cingulata isolate EPQAU010105 internal ranscribed spacer 1, partial sequence: 5,35 ribosomal RNA gene and internal transcribed spacer 2. compl 789 789 97% 0.0 99% KJB38943.1

[ Glomerella cinqulata isolate EPQAU010104 internal transcribed spacer 1, partial sequence: 58S ribosomal RNA gene and internal transcribed spacer 2, compl 789 789  97% 0.0 99% KJ538942.1

O clomerella cingulata isolate EPQAUO10103 internal transcribed spacer 1. parfial sequence: 538 ribosomal RNA gene and intemal franscribed spacer2, compl 789 789  97% 0.0 99% KJ6389411

(] Glomerella cinqulata isolate EPQAUG10102 internal transcribed spacer 1, partial sequence: 5 85 ribosomal RNA gene and internal transcribed spacer 2, compl 789 789  97% 0.0 99% KJ638940.1
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[J Colletotrichum siamense isolate OCACZ22 188 ribosomal RNA gene, partial internal transcribed spacer 1, 5.85 ribosomal RMA gene, andinternal tr: 885 885 100% 0.0 100% KJ813612.1
([ colletotrichum siamense isolate OCAC19 188 ribosomal RNA gene, partial internal transcribed spacer 1, 5.88 ribosomal RMA gene, and internal tr: 885 885 100% 0.0 100% KJ813611.1
[ Colletotrichum siamense isolate OCACS 188 ribosomal RMA gene, partial sequence: internal ranscribed spacer 1, 5.88 ribosomal RNA gene. and internaltrar 885 885 100% 0.0 100% KJB13610.1
) Colletotrichum siamense isolale OCAC14 185 ribosomal RMA gene. partial internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal tri 885 885 100% 0.0 100% KJ8136001
[J Colletotrichum siamense isolate GM36-L02 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 58S ribosomal RNA gene and internal: 885 885 100% 0.0 100% KC512129.1
' Colistotrichum siamense isolate GMBI-L0Z 185 b Go to alignment for Colletotrichum siamense isolate GM36-L02 185 ribasomal RNA gene, partial sequence; internal transcribed J00% 0.0 100% KG5121341
O Colletotrichum tropicale isolate CMM3767 small su is:;:,nl,:‘ss ribosomal RNA gene, and internal transcribed spacer 2, complete sequence: and 285 ribosomal RNA gene, partial Jona: 00 1003 KC702385.4
O colletotrichum sp. NBL-2013 isolate ClK3784 small SUBUNI rIbosomal RINA gene. partial sequence: intermal ranscribed spacer 1. 5,85 rbosomal RINA 0ene, 00% 0.0 100% KC702976.1
[ Colletotrichum tropicale isolate CLM3783 small subunit ribosomal RNA gene. partial internal transcribed spacer 1, 5 85 rinosomal RNA gene. and i 885 885 100% 0.0 100% KC7029751
[J Colletotrichum sp. NBL-2013 isolate CMIM3781 small subunit ibosomal RNA gene, partial sequence: internal transcribed spacer 1. 5.8S ribosomal RNAgene, 885 885 100% 0.0 100% KC702973.1
[J Colletotrichum tropicale isolate CMM3787 small subunit ribosomal RMA gene, partial sequence: internal transcribed spacer 1, 5.88 ribosomal RMA gene, andi 885 885 100% 0.0 100% KC702962.1
O Colletotrichum tropicale isolate CHIM3794 small subunit ribosomal RNA gene, partial sequence: internal ranscribed spacer 1, 5.88 rivosomal RNA gene. and| 885 885 100% 0.0 100% KC702985.1
O Colletotrichum cf. siamense BDS-2013 strain GNO1 188 rivosomal RNA gene. partial internal transcribed spacer 1, 5.8S ribosomal RNA gene, and 885 885 100% 0.0 100% KC7900741
[J Colletotrichum siamense strain LC0034 18S ribosomal RNA gene. partial sequence. internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal ran 885 885  100% 0.0 100% KC790364.1
[ colletotrichum siamense isolate COFO05 internal transcribed spacer 1. partial 5.88 ribosomal RNA gene, complete sequence: and internal franscrii 885 8856 100% 0.0 100% KF2421011
[ Colletotrichum siamense isolate DNCO59b internal franscribed spacer 1. partial sequence: 5.83 ribosomal RNA gene. complete sequence: and internaltransc 885 885 100% 0.0 100% KF2421021
‘s:f/b\ast.n:t‘»:r‘\Irr;nih.gova\ast.cgﬁlrﬂ’-{}ir_’SéT?@OOS‘J uence; internal transcribed spacer 1, 5.85 RNA gene, and internal transcribed spacer 885 885 100% 0.0 100% Q8946851
10. PBL10
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[ colletotrichum sp. CRPL1 mitachondrial genomic DNA containing 18S-23S intergenic spacer reqion, isolate CRPL1 815 815 99% 00 99% HGO28365.1
O Colletotrichum strain CGBO 185 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, and interr 815 815 99% 0.0 99% KJG6324301
O Colletotrichum strain CG14 185 1i RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, and interr 815 815 99% 0.0 99% KJG6324281
O Colletotrichum strain CG40 185 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, and interr 815 815 99% 0.0 99% KJG6324151
O Colletotrichum strain CG04 185 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, and interr 815 815 99% 0.0 99% KJG632405.1
O Colletotrichum strain CG20 185 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, and interr 815 815 99% 0.0 99% KJG6324021
O Colletotrichum strain CGO3 185 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, and interr 815 815 99% 0.0 99% KJG632401.1
O Colletotrichum internal transcribed spacer 1, partial sequence; 585 ribosomal RNA gene and internal ir: spacer 2, complste sequi 815 815 99% 0.0 99% KJG625631.1
[ Colletotrichum sp. FN-1-N1-2-3 185 n RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gens, and internal transcribe 815 815 99% 0.0 99% KJ525669.1
O Colletotrichum strain NFG8 188 i RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, andintern 815 815 99% 0.0 99% KJ5882511
O Colletotrichum strain NF52 188 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, andintern 815 815 99% 0.0 99% KJ588250.1
O Colletotrichum strain NF31 188 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, andintern 815 815 99% 0.0 99% KJ5882491
O Colletotrichum strain NF25 188 i RMNA gene, partial sequence; intemnal fr: spacer 1, 588 i RNA gene, andintern 815 815 99% 0.0 99% KJ5882481
1 callatatrichum alnensnarinides strain NF21 185 rihasomal RNA nene narfial seanance: internal ranscrined snacer 1 5 AS rihosomal RNA nane andintern 815 a14 99% 00 99% KJ588247.1
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[ Fusarium proliferatum strain GE1 185 ribosomal RNA gene. partial sequence: internal ranscribed spacer 1, 5.88 ribosamal RNA gene. and internal franscribe 1026 1026 100% 0.0 99% KJ5768001
O Gibberella intermedia isolate A intemal ranscribed spacer 1. partial sequence; 5.88 ribgsomal RNA gene. complete sequence; and infernal ranscribed spac 1026 1026 100% 0.0 99% JOB90083 1
() Cyttaria darwinii isolate 14 18S small subunitr RNA gens, partial sequencs: internal tr: ibed spacer 1, 5.85 ri RNA gene, andinternal tra1 1026 1026 100% 0.0 99% EU1072531
[ Botryosphaeria dothidea strain sdau08-88 185 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.8S ribosomal RNA gene. andinternal tr 1026 1026 100% 0.0 99% GQA55797.1
O Fusarium proliferatum 18 ribosomal RNA gene, partial sequence: internal transcrived spacer 1, 5.88 ribgsomal RNA gene. and intemal ranscrived spacer2, 1026 1026 100% 0.0 99% FJ0401791
[ Fusarium proliferatum strain D1 185 ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5 85 ribosomal RNA gene, and internal transcribed 1026 1026 100% 0.0 99% EU151484.1
[ Fusarium proliferatum strain GE1 185 ribosomal RNA gene. parfial sequence: internal transcribed spacer 1. 5 88 ribosomal RNA gene. and internal franscribe 1026 1026 100% 0.0 99% EU151486.1
O Fusarium sp. CID124 haplotype fus124 188 ribpsomal RNA gene. partial sequence; internal franscrived spacer 1, 5.28 ribosomal RNA gene. and internal ran: 1026 1026 100% 0.0 99% EF5308781
[J Fusarium sp. QJC-1403 18S ri RNA gene, partial sequence; 585 ribasomal RMA gene and internal r: i spacer, complete sequence; and 285 1024 1024 99% 00 99% EU1172211
[ Fusarium sp. TF1 185 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.8S ribosomal RNA gene. and internal franscribed spacer 2, cor 1022 1022 99% 0.0 99% KF511640.1
O Uncultured Fusarium sp. 188 (RNA gene, 5.85 rRNA gene. [TS1. 265 rRNA gene (parfial) and TS2. clone (57)9 1022 1022 99% 0.0 99% AM162678.1
[J Fusarium sp. Fs020TNPB1-TR 18S 1 RNA gene, partial sequence; internal tr i spacer 1, 5.85 i RNA gene, and internal ir: i ¢ 1020 1020 100% 00 99% KE293330.1
[l Curarium on M3 402 rikneamal DML annne nafisl casuancs: intarnal ransrrined anarer 1 & 22 rihasamal RNA nens and internal franarrihad enarsr? e AN200 1020 A0N%  NA Q9% KISA74AR 1
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[ Colletotrichum aloeosporioides isolate ColoTING3 188 ribosomal RNA gene, parial sequence: internal ranscribed spacer 1, 5,38 ribosomal RNA gene.an 957 957  100% 0.0 99% KF053198.1
[ colletotrichum sp. TN1 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.85 1 RMA gene, and internal transcrived spac 957 957  100% 0.0 99% JE730185.1
[ Caolletotrichum gloeosporioides strain HBwh-2 188 ribosomal RNA gene. partial sequence: internal ranscribed spacer 1. 5,88 ribosomal RMA gene, andin 957 957  100% 0.0 99% HQE45073.1
O Glomerella cingulata gene for 188 rRNA, parfial sequence, isolate MAFF 305913 957 957 100% 0.0 99% ABO423151
[ cColletotrichum ioides strain SDAU-08-77 185 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.85 ribosomal RMA gene, a1 955 955 99% 0.0 99% EJ550213.1
O Glomerella cingulata isolate 17CAL 188 ribosomal RNA gene, internal transcribed spacer 1. 5.3 ribosomal RIA gene, internal ranscribed spacer 2, and; 953 953 99% 0.0 99% GU0BA6111
[ Glomerella cinqulata isolate 148HUIR 18S ribosomal RNA gene, internal transcribed spacer 1, 58S ribosomal RNA gene, internal transcribed spacer2,.an 953 953 99% 00 99% GUO0667031
[ Caolletotrichum gloeosporioides strain CG14 138 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,88 ribosomal RNA gene. andinter 952 952 100% 0.0 99% KJ6324281
O Colll 6o to alignment for Colletotrichum gloeosporioides strain CG14 185 ribosomal RNA gene, partial sequence; internal transcribed . 5.8S ribosomal RNAge 952 952 100% 0.0 99% KIJG6173921
g cal zz::ear"l,:ss ribosomal RNA gene, and inersl trenscribed spacer 2, complete sequence; and 265 ribosomal RNAgene partisl | Lo g e 0 goe co10540 1
[ colletotrichum ioides isolate C17 18S ribosomal RNA gene, partial sequencs: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and inter 952 952 100% 00 99% KC010548.1
[ Caolletotrichum gloeosporioides isolate C16 185 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.88 ribosomal RMA gene, andinter 952 952 100% 0.0 99% KCO010547.1
[ Glomerella sp. EF10 185 rivosomal RMA gene. pariial sequence: intemal franscribed spacer 1. 5.85 riposomal RNA gene, and infemnal ranscriped spacer. 952 952 100% 0.0 99% JOB809666.1
[ caolletotrichum ioides strain CCGHMO1 188 ril RNA gene. partial internal transcribed spacer 1, 5 85 rinosomal RNA gene, anc 952 952 100% 00 99% GQ4241051
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[ colletotrichum si. isolate 0OCT0 182 ribosomal RNA gene, partial sequence: internal transcrived spacer 1, 5.28 ribosomal RMA gene, and internal frar 782 782 100% 0.0 100% KJ486139.1
[ colletotrichum si. isolate 0OCEY 182 ribosomal RNA gene, partial sequence: internal transcrived spacer 1, 5.28 ribosomal RMA gene, and internal frar 782 782 100% 0.0 100% KJ486138.1
[ colletotrichum si. isolate OOCES 182 ribosomal RNA gene, partial sequence: internal transcrived spacer 1, 5.28 ribosomal RMA gene, andinternal frar 782 782 100% 0.0 100% KJ486137.1
[ colletotrichum si. isolate OOCET 182 ribosomal RNA gene, partial sequence: internal transcrived spacer 1, 5.28 ribosomal RMA gene, and internal frar 782 782 100% 0.0 100% KJ486136.1
U c um isolate 0OCE5 1851 RNA gene, partial internal tr spacer 1, 5.85 ribosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486135.1
[ cColletotrichum isolate OOC56 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486134.1
[ cColletotrichum isolate OOC55 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486133.1
[ cColletotrichum isolate 0OC54 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486132.1
[ cColletotrichum isolate OOC53 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486131.1
[ cColletotrichum isolate 0OC44 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486130.1
[ cColletotrichum isolate 0OC43 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486129.1
[ cColletotrichum isolate OOC38 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486128.1
[ cColletotrichum isolate OOC37 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486127.1
[ cColletotrichum isolate 0OC33 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486126.1
[ cColletotrichum isolate OOC32 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486125.1
[ cColletotrichum isolate OOC30 185 ri RNA gene, partial sequence: internal tr: spacer 1, 58S rivosomal RNA gene, and internal trar 782 782 100% 0.0 100% KJ486124.1
7l Fallatatrichim ciamanca izalata NNC28 108 rikneamal PAS nana narfial cannanca: infaral rancerihad enarar 1 & A2 ihncamal PRIA nana andintarnaltrar 7R 7R 4ANNOL NN 40N8L K I4RA1921
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O Ppenicillium si i Jm strain KUC5153 188 ribosomal RIA gene, partial sequence: internal transcribed spacer 1, 5.83 ribosomal RMA gene, andint 1059 1059 98% 0.0  99% HM4694301
) Penicillium sp. UASWS0345 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.85 ribosomal RNA gene. and internal transcrivec 1029 1029 94% 0.0 100% HW2359851
) Penicillium sp. 6 JJK-2011 138 ribosomal RINA gene, partial sequence: internal transcribed spacer 1, 5.83 ribosomal RNA gene, and internal ranscribed ¢ 1027 1027 98% 0.0 99% HW469409.1
) Penicilium simplicissimum AHS-257-24 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,38 ribosomal RNA gene. and intern: 1024 1024 94% 0.0 100% DQ0260131
) Penicillium sp. GCA-633-22 135 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.83 ribosomal RNA gene, and internal franscribed 1022 1022 93% 0.0 100% DQ2798021
) Fungal sp. JF15 188 ribosomal RNA gene. partial sequence: intemal transcribed spacer 1. 5,85 rivosomal RNA gene. and internal transcribed spacer2.¢ 1014 1014 98% 0.0 98% KCB02324.1
) Penicillium sp. 19DUIL 138 ribosomal RMNA gene. internal transcribed spacer 1. 5,38 ribosomal RNA gene. internal transcribed spacer 2, and 288 ribosor 1013 1013 98% 0.0 98% GUOBEE131
(] Penicillium si i im isolate ATT160 185 ri RNA gens, partial sequence: internal franscribed spacer 1, 5.85 ribosomal RMA gene, andinte 1011 1011 97% 00 98% HOQG07866.1
[ Penicillium wotroi CBS 118171 [TS region: from TYPE material 1011 1011 92% 00 100% DR 119813.1
[ Penicillium sp. 1 JH-2010 culture-collection CBS:116295 internal fr: spacer 1, 58S rivosomal RNA gene, and intemnal transcribed spacer 2, comg 1011 1011 92% 0.0 100% GU981589.1
[ Fungal sp. JF11 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.85 RNA gens, and internal transcribed spacer 2. ¢ 1008 1009 98% 0.0 98% KC602320.1
[ Penicillium ochrochloren 5.85 rRNA gene, 285 rRNA gene (partial), ITS1 (partial) and ITS2, strain S6A3 1003 1003 97% 00 98% AJS509865.1
[ Fungal sp. JF35 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.85 RNA gens, and internal transcribed spacer 2. ¢ 1002 1002  98% 0.0 98% KCG602344.1
[ Penicillium im isolate P25 185 ri RNA gens, partial sequence: internal transcribed spacer 1, 5.85 ri RMA gene, and internal 1000 1000 97% 0.0 98% JN246043.1
[ Penicillium simplicissimum isolate CY160 18S ribasomal RNA gene, partial sequence: internal transcribed spacer 1, 58S ribosomal RNA gene, andinter 1000 1000 97% 00 98% HQ6079981
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) Fusarium sp. F5025TNW-T 183 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.88 ribosomal RNA gene. and internal transcribed spac 688 688 100% 0.0 100% KF293357.1
[ Fusarium sp. Fs020TNPB1-TR 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 58S ribosomal RNA gene, and intemal = 688 683 100% 00 100% KF2932391
) Fusarium sp. FsCP21HRW-T internal transcribed spacer 1. partial sequence: 5.83 ribosomal RNA gene and internal transcribed spacer 2. complete sequence 688 688 100% 0.0 100% KF293320.1
[J Fusarium verticilliides strain Ch12m?2 188 ribosomal RNA qene, partial sequence: internal transcribed spacer 1. 5.83 ri RMA gene. and internal trans 688 688 100% 0.0 100% KJ188668.1
[ Fusarium proliferatum strain PA3 internal transcribed spacer 1, partial sequence: 5.85 RMA gene and internal spacer 2, complete seque 688 688 100% 0.0 100% KJ701549.1
() Fusarium fujikurol strain GF3 internal transcribed spacer 1. partial sequence: 5.88 ribosomal RNA gene and internal transcribed spacer 2. complete sequence; 688 688 100% 0.0 100% KJB05159.1
[J Fusarium oxysporum strain OCT11 185 RMA gene, partial internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal transcrin 688 688 100% 0.0 100% KJ605154.1
O Eusarium proliferstum isolate MPT-7 18S RMA gene, partial seguence; internal transcribed spacer 1. 5.85 RMA gene, and internal transcri 688 688  100% 0.0 100% KJG34671.1
() Fusarium oroliferatum strain 67 185 ribosomal RNA gene. partial sequence: internal franscribed spacer 1 and 5.8 ribosomal RNA gene, complete sequence: 688 688 100% 0.0 100% KJB08096.1
[0 Fusarium proliferatum strain 40 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1 and 5.85 ribosomal RNA gene, complete sequence: 688 688 100% 0.0 100% KJ608097.1
) Fusarium oroliferatum strain 15 185 ribosomal RNA gene. partial sequence: internal franscribed spacer 1 and 5.8 ribosomal RNA gene, complete sequence: 688 688 100% 0.0 100% KJB0806.1
[J Fusarium proliferatum strain 14 123 ribosomal RMA gene, partial sequence: internal transcribed spacer 1 and 5.88 ribosomal RNA gene, complete sequence: 688 688 100% 0.0 100% KJ608095.1
[ Fusarium proliferatum strain 3 185 ribosomal RNA gene, partial sequence: internal transcribed spacer 1 and 5.85 RMA gene, complete sequence; 3 688 683 100% 0.0 100% KJG08094.1
() Fusarium oxsporum isolate Fox56 188 ribosomal RNA gene. partial sequence: internal ranscribed spacer 1, 5.88 ribosomal RNA gene. and internal transcrib 688 688 100% 0.0 100% KJ562373.1
[J Gibberella sp. 1 1J-2014 internal transcribed spacer 1. partial sequence; 5.85 ribosomal RNA gene and internal iranscribed spacer 2, complete sequence; anc 688 688 100% 0.0 100% KJ572177.1
[ Eusarium proliferstum strain 7S07 internal spacer 1, partial sequence: 585 ribosomal RNA gene and internal franscribed spacer 2 complete sequ 688 688 100% 0.0 100% KJ490634.1
() Fusarium sp. BIMS 188 ribosomal RNA gene and internal transcribed spacer 1. partial sequence: 5.85 ribosomal RNA gene and internal transcribed spacer2.« 688 688 100% 0.0 100% KJ567463.1
16. ODL2
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[ Ascomycota sp. AR-2010 isolate ATT242 18S 1 RNA gene, partial sequence: internal transcribed spacer 1, 5.85 ribosomal RMA gene, and intern 953 953 100% 00 100% HQB07907.1
[ Funoal sp. Da1 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,38 1 RMA gene, andinternal transcribed spacer2. ¢ 953 953 100% 0.0 100% HM991177.1
O mwe us indicus strain UANMH 8520 188 ribosomal RNA gene. partial sequence; internal franscribed spacer region 1and 5.88 ribosomal RNAger 953 953 100% 0.0  100% GU980695.1
O mye us indicus strain UAMH 8518 18S ribosomal RNA gene, partial sequence:; internal transcribed spacer 1 and 5.8S ribosomal RNA gene. corr 953 953 100% 00 100% GU980694.1
[ Fungal endophyte sp. ZY-2009 isolate B-W3-1 183 ribosomal RNA gene, partial sequence: internal transcribed spacer 1. 5.88 ribosomal RNA gene. and i 953 953 100% 0.0  100% FJB138011
O muc us indicus strain UAMH 10746 188 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.88 ribosomal RMA gene. and i 948 948 100% 0.0 99% GUIB0AIS.1
O mye us indicus strain UTHSCSA R-4334 185 rivosomal RNA gene, partial sequence: internal transcribed spacer 1. 5.85 ribosomal RNA gene. 3 948 948 100% 00 99% GU220282.1
[ Dothideomycetes sp. genatype 137 isolate FL0011 internal transcribed spacer 1. partial sequence: 538 ribosomal RNA gene and internal transcribed sp: 944 944 100% 0.0 99% JO7598871
O Dothideomvcetes sp. genotvpe 187 isolate FLOO10 internal transcribed spacer 1. partial sequence: 5.88 ribpsomal RNA gene and intemnal ranscribed sp: 944 944 100% 0.0 99% JO759886.1
[ Dothideomycetes sp. genctype 187 isolate FLODO3 internal transcrived spacer 1, partial sequence: 58S 1 RNA gene and internal transcribed sp: 944 944 100% 0.0 99% JQ759880.1
[ Dothideomycetes sp. genatype 187 isolate FL0002 internal transcribed spacer 1. partial sequence: 5.85 rivosomal RNA gene and internal transcribed sp: 944 944 100% 0.0 99% JQ759879.1
[ Dothideomyeetes sp. genotvpe 137 isolate FLOOO internal transcribed spacer 1. partial sequence: 5.8 ribosomal RNA gene and internal transcribed sp: 944 944 100% 0.0 99% JO759878.1
O Uncultured Wve us clone C163017 185 1i RNA gene, partial sequence; internal franscrived spacer 1. 5.85 ribosomal RNA gene. andin 937 937 100% 0.0 99% KF718237.1
) Dothideomycetes sp. genatype 189 isolate FLO014 internal transcribed spacer 1, partial sequence: 5.85 ri RNA gene and internal transcribed sp: 937 937 100% 0.0 99% JQO759890.1
[ Dothideomyeetes sp. genotvpe 139 isolate FLOO17 internal transcribed spacer 1. partial sequence: 5.8 ribosomal RNA gene and internal transcribed sp: 931 931 100% 0.0 99% JO7598931
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[ Colletotrichum sp. CRPL1 genomic DNA ¢ 168-238 intergenic spacer region, isalate CRPL1 821 821 98% 0.0 99% HGI938365.1
[ cColletotrichum ioides 185 ri RMNA gene, partial sequence; intemnal fr: spacer 1, 5.85 ribosomal RMA gene, and internal transcribed = 821 821 98% 0.0 99% J{161648.1
[ Colletotrichum sp. MT02 genomic DNA ¢ 185 rRNA gene, ITS1, 5.85 rRMA gene, [TS2 and 285 rRMA gene. isolate MT02 821 821 98% 0.0 99% HESG3947.1
[ Colletotrichum sp. C8 internal tr: spacer 1, partial sequence; 585 ri RMNA gene and internal tr. spacer 2, complete sequence; and 28¢ 821 821 98% 0.0 99% KJ5346551
[ Colletotrichum sp. C7 internal tr: spacer 1, partial sequence; 585 ri RMNA gene and internal tr. spacer 2, complete sequence; and 28¢ 821 821 98% 0.0 99% KJ5346541
[ Colletotrichum aenigma strain AASBS 108 internal fr: spacer 1, partial sequence; 5 85 ribosomal RMNA gene and internal tr. spacer 2, complet 821 821 98% 00 99% KF841607.1
[ Colletotrichum aenigma strain AASBS 102 internal fr: spacer 1, partial sequence; 5 85 ribosomal RMNA gene and internal tr. spacer 2, complet 821 821 98% 00 99% KF841605.1
[ Colletotrichum aenigma strain AASBS 103 internal fr: spacer 1, partial sequence; 5 85 ribosomal RMNA gene and internal tr. spacer 2, complet 821 821 98% 00 99% KF841604.1
[ Colletotrichum asianum isolate CMM3804 small subunit i RNA gens, partial sequencs: internal transcribed spacer 1, 5 85 ribosomal RNA gene, andit 821 821  98% 0.0 99% KC702991.1
[0 Colletotrichum asianum isolate CMM3733 small subunit i RNA gens, partial sequencs: internal transcribed spacer 1, 5 85 ribosomal RNA gene, andit 821 821  98% 0.0 99% KC702987.1
[ Colletotrichum asianum isolate CMIM3747 small subunit i RNA gens, partial sequencs: internal transcribed spacer 1, 5 85 ribosomal RNA gene, andit 821 821  98% 0.0 99% KC702982.1
[ Colletotrichum asianum isolate CMM3738 small subunit i RNA gens, partial sequencs: internal transcribed spacer 1, 5 85 ribosomal RNA gene, andit 821 821  98% 0.0 99% KC702977.1
T Pallatatrinkom anianoam inalotn QU700 amell ookt rhacnmal DMA anns nodial camanan: intrenal francarihnd cnanne 4 OC rhacamal OMA nana and i 294 a4 anol nan aae.L  WhTA20AR2 4
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) Ascomvcota sp. LIM442 138 ribosomal RNA gene. partial sequence 672 872 99% 0.0 99% EF0807471
() Didvmella sp. MA38 138 ribosomal RNA gene. partial sequence: internal ranscribed spacer 1. 5.3 ribosomal RNA gene. and internal transcribed spacer2.co 848 848  96% 0.0 99% HM0128121
() Phoma sp. UASWS0834 internal ranscribed spacer 1. parial sequence: 5.88 ribosomal RMA gene and internal ranscribed spacer 2. complete sequence:and 846 846 100% 0.0 99% KF525844.1
) Phoma tropica strain M4639 185 1 RNA gene, partial sequence; internal tr: spacer 1,585 RNA gene, and internal transcribed sps 845 845 99% 00 99% JF923817.1
) Didvmella sp. ATT083 185 RNA gene, partial sequence: internal r: spacer 1, 58S rivosomal RNA gene, and internal transcribed spacer 2. 845 845 99% 00 99% HQE07826.1
are sp. E-000535869 185 ri RMNA gene, partial sequence; internal ir. spacer 1,588 RNA gens, and internal transcribed : 843 843  93% 0.0 99% JW578637.1
[ Didymellaceae sp. PGPS internal transcribed spacer 1, partial sequence: 58S ribosomal RNA gene and internal tr spacer 2, complete sequence: anc 841 841 100% 0.0 98% JX2438251
O stagonosporopsis cucurbitacearum genes for 135 rRNA, ITS1, 5.88 RIA, [TS2, 288 rRNA, complete and partial sequence. isolate: SE7 841 841 100% 0.0 98% AB7148861
() stagonosporopsis cucurbitacearum genes for 183 rRNA, TS1, 5.85 rRIA, ITS2, 283 rRNA complete and partial sequence. isolate: SES 841 841 100% 0.0 98% AB7149841
() stagonosporopsis cucurbitacearum isolate OTU450 internal transcribed spacer 1, partial sequence: 5.3 ribosomal RMA gene and internal ranscrived spacer 841 841 100% 0.0 98% GU9345181
() pidvmella brvoniae strain MAT1 183 ribosomal RNA gene. partial sequence: internal ranscribed spacer 1. 5.8 ribosomal RMA gene. and internal transcribed: 841 841 100% 0.0 98% GU5920011
() stagonosporopsis cucurbitacearum genes for 183 rRNA, TS1, 5.85 rRIA, ITS2, 283 rRNA complete and partial sequence. isolate: SE6 639 839 99% 0.0 98% AB7149851
[ Uncultured funqus genomic DNA sequence containing 185 rRNA gene, ITS1, 5.85 rRNA gene, [TS2 and 285 rRNA gene, clone F12 P 4 D7 839 839 99% 00 98% EN3974221
) ascomycels sp. HKC7 185 RNA gene, partial sequence: internal r: spacer 1, 58S rivosomal RNA gene, and internal transcribed spacer 2. 839 839  93% 00 98% EF029826.1
[ Fungal endophyte MS2 1583 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.8S ribosomal RNA gene and internal transcribed spac 839 §39  96% 00 99% AF4130381
[ Fungal endophyte MS2 1S37 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.8S ribosomal RNA gene and internal transcribed spac 839 §39  96% 00  99% AF4130361
) Phoma sp. CY107 188 RNA gene, partial sequence: internal r: spacer 1, 58S rivosomal RNA gene, and intemal transcribed spacer 2, con 837 837 100% 00 98% HQG07960.1
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) colletotrichum sp. CRPL1 mitochondrial genomic DMNA containing 165-23S intergenic spacer region, isolate CRPL1 811 811 95% 0.0 99% HGI238365.1
) colletotrichum gloeosporioides strain CGE0 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,85 ribosomal RNA gene. andinterr 811 811 95% 0.0 99% KJ632430.1
[ colletotrichum ioides strain CG14 18S ribosomal RNA gene, partial sequence: intemal transcribed spacer 1, 5.85 ribosomal RNA gene, and interr 811 811 95% 0.0 99% KJG32428.1
) colletotrichum gloeosporioides strain CG40 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.85 ribosomal RNA gene. andinterr 811 811 95% 0.0 99% KJ632415.1
O Colletotrichum gloeosporioides strain CG04 188 ribosomal RMA gene. partial sequence: intemal franscribed spacer 1. 5.88 ribosomal RNA gene. andinterr 811 811 95% 0.0 99% KJ6324051
(] colletotrichum ioides strain CG20 18S ribosomal RNA gene. partial sequence: intemnal transcribed spacer 1, 5.85 ribosomal RNA gene, and interr 811 811 95% 0.0 99% KJG32402.1
) colletotrichum gloeosporioides strain CG03 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,85 ribosomal RNA gene. andinterr 811 811 95% 0.0 99% KJ632401.1
[ colletotrichum ioides strain NFB8 185 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.8 ribosomal RNA gene, and intern = 811 811 95% 0.0 99% KJ588251.1
) colletotrichum gloeosporioides strain NF52 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene. andintern 811 811 95% 0.0 99% KJ588250.1
O colletotrichum ioides strain NF31 185 ribosomal RNA gene. partial sequence: internal ranscribed spacer 1. 5.85 ribosomal RNAgene. andintern  §11 811 95% 0.0 99% KJ588249.1
) colletotrichum gloeosporioides strain NF25 183 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene. andintern 811 811 95% 0.0 99% KJ588248.1
O Colletotrichum gloeosporivides strain NF21 188 ribosomal RA gene. partial sequence: intemal franscribed spacer 1. 5,85 ribgsomal RNA gene. andintern 811 811 95% 0.0 99% KJ5882471
[ colletotrichum sp. 2 1J-2014 internal transcribed spacer 1, partial 585 ribosomal RMA gene and internal ranscribed spacer 2 sequen 811 811 95% 0.0 99% KJ572160.1
) colletotrichum sp. GM151 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.8 ribosomal RNA gene. and internal transcribed spa 811 811 95% 0.0 99% KF2146341
[ colletotrichum sp. GM148 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal transcribed sps 11 811 95% 0.0 99% KF2146331
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[ Dothideomycetes sp. P15ES 185 ribosomal RMNA gene, partial seguence; internal transcriged spacer 1, 5.8 ribosomal RNA gene, and internal ranscriped s 808 808 100% 0.0 98% Jn207201.4
) Dothideomvycetes sp. P15E2 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5 83 ribosomal RNA gene, and internal franscribeds 791 791 97% 0.0 98% JN207287.1
O b eles sp. POE3 185 RMNA gene, partial internal spacer 1,5.85 RIMNA gene. and internal transcrivedsp 789 789 97% 0.0 98% JN2072641
) Dothideomycstes sp. P15E5 18S ribosomal RNA gene. partial sequence: internal transcrived spacer 1, 5 85 ribosomal RNA gene, and internal franscribeds 787 787 96% 0.0 98% JN207290.1
O b ete 5p. 7696 188 ribosomal RNA gene, partial sequence: internal transcribed spacer 1. 5.88 ribosomal RNA gene, and internal transcribed spa 776 776 100% 0.0 97% EUB805491
[ Epicoccum sorghi isolate NLF01 188 ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 58S ribosomal RNA gene, and internal transerib 776 776 99% 0.0 97% KC106638.1
O Epicoccum sorohiisolate NLFOS 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5,38 ribosomal RNA gene, and internal ranscrib 776 776 99% 0.0 97% KC1066891
0 b ete sp. 7687 185 ribosomal RNA gene, partial sequence: internal transcribed spacer 1. 5.85 ribosomal RNA gene, and internal transcribed spa 776 776 99% 0.0 97% EUG305311
O Uncultured Dothideomyeetes clone F6 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.88 ribosomal RNA gene. and internaltrar 776 776 99% 0.0 97% EU5804891
[ Ascomycete sp. RME-1 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 776 776 99% 0.0 97% DQ9935634.1
[J Phoma sp. KGMO1 internal transcribed spacer 1. partial sequence: 5.83 ribosomal RNA gene and internal transcribed spacer 2. complete sequence:and28 773 773 100% 0.0 96% KF6757681
[ Leptosphaeria sacchari isolate NRRL 54808 internal transcribed spacer 1, partial sequence: 5.85 RMNA gene and internal spacer2,co 773 773 100% 0.0 96% KF5128231
) Dothideomveetes sp. genotvpe 527 isolate NC0343 internal transcribed spacer 1. partial sequence: 5.88 ribosomal RNA gene and internal transcribed spac 773 773 100% 0.0 96% JQ7613751
[ Phoma sp. 3 TMS-2011 voucher SC14d1p16-14 185 i RMA gene, partial sequence; internal transcribed spacer 1, 5 85 ribosomal RMA gene. andin 773 773 100% 0.0 96% HQG21000.1
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() Fusarium sp. Fs025TNW-T 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1, 5.83 ribosomal RNA gene, and internal transcribed space 708 708 92% 0.0 98% KF293357.1
[J Fusarium sp. Fs020TNPB1-TR 18S ribosomal RNA gene, partial internal transcribed spacer 1. 5.8 ribosomal RNA gene, and internal transcried sg 708 708 92% 0.0 98% KFE293330.1
() Fusarium sp. FsCP21HRW-T internal transcribed spacer 1, partial sequence: 5.88 ribosomal RNA gene and internal transcribed spacer 2, complete sequence: 708 708 92% 0.0 98% KF2933201
[ Fusarium verticillioides strain CM12m2 185 RMNA gene, partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal transc 708 708 92% 0.0 98% KJ188668.1
(1) Fusarium proliferatum strain PA3 internal transcribed spacer 1. parfial sequence: 5.83 ribosomal RNA gene and internal transcribed spacer 2. complete sequen 708 708 92% 0.0 98% KJ7015491
() Fusarium fujikuroi strain GF3 internal transcribed spacer 1, partial sequence: 5.8S ribosomal RNA gene and intemnal transcribed spacer 2, complete sequence:: 708 708 92% 00 98% KJ605159.1
O Fusarium oxvsporum strain OCT11 188 ribosomal RMNA gene, partial sequence: internal transcribed spacer 1. 5.8 ribosomal RNA gene, and internal ranscribe 708 708 92% 0.0 98% KJ6051541
[ Fusarium proliferatum isolate MPT-7 188 rivosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.85 risosomal RNA gene. and internal transcrit 708 708 92% 0.0 98% KJ63471.1
) Fusarium proliferatum strain 67 185 ribosomal RNA gene. partial sequence; internal ranscribed spacer 1and 5,85 ribosomal RMA gene, complete sequence;s 708 708 92% 0.0 98% KJG6080931
(1) Fusarium proliferatum strain 40 183 ribosomal RNA gene, partial sequence: internal transcribed spacer 1 and 5.3 ribosomal RNA gene, complete sequence:z 708 708 92% 0.0 98% KJ6080971
[ Fusarium proliferatum strain 15 185 ri RMA gene, partial sequencs: internal transcribed spacer 1 and 5.8S rivosomal RNA gene, complete sequence;= 708 708  92% 0.0 98% KJG608096.1
(1) Fusarium proliferatum strain 14 183 ribosomal RNA gene. partial sequence: internal transcribed spacer 1 and 5.3 ribosomal RNA gene. complete sequence:z 708 708 92% 0.0 98% KIJ6080951
[ Fusarium proliferatum strain 3 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1 and 58S ribosomal RNA gene ar 708 708 92% 0.0 98% KJG020041
[ Fusarium oxvsporum isolate Fox56 183 ribosomal RNA gene, partial sequence: internal transcribed spacer 1. 5.85 ribosomal RNA gene. and internal transcribe 708 708 92% 0.0 98% KJ5623731
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[ Phoma gardenize isolate UM 298 183 ribosomal RMA gene. partial sequence: internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal franscril 763 763 100% 0.0 99% JX966638.1
[J Phoma sp. 77GPiS 185 RMA gens, partial sequence: internal transcribed spacer 1. 58S ribosomal RNA gene, and internal spacer2 ¢ 758 849 100% 0.0 99% 503524901
O Phoma macrostoma strain IMI 336761 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.3 ribosomal RMA gene, and internaltrar 756 756 99% 0.0 99% DQ4741121
[ Phoma sp. KH00184 138 ribosomal RNA gene. partial sequence: internal transcribed spacer 1.and 5 85 ribosomal RMA gene. complete sequence: andinte 754 754 100% 0.0 98% GUO17487.1
[ Phoma sp. CASMB-SEF 45 18S rinosomal RNA gene, partial sequence: internal spacer 1, 5.85 ribosomal RNA gene. and internal transcripedsp 752 844 100% 0.0 98% JX006063.1
) Phoma gardenize isolate UM 228 183 ribosomal RMA gene. partial sequence: internal transcribed spacer 1. 5.85 ribosomal RNA gene, and internal franscril 749 749 100% 0.0 98% JX966B40.1
[} strain CBS 626.68 185 RMA gene, partial sequence; inter| Go taral far@hbroagsrdenizeiss ate Uivk B20 1BS ridesomal RNA Gdbe, paftidl seildifde; infefnal §8AbcrinddZpacer]
- 2 nd intemal transcribed quence; and 285 ribosomal RNA gene, partial sequence
[ Phoma strain CBS 302.79 188 ribosomal RNA gene, partial sequence: inte (2 B - B 1 A - 2 L
[ Phoma sp. E14029b internal transcribed spacer 1, partial sequence: 5 85 ri RMA gene and internal franscribed spacer 2, complete sequence andZ 745 745 100% 0.0 98% KFE466245.1
O phoma sp. JK93 185 RNA, partial sequence: internal iranscribed spacer 1, 5.85 RMA and internal transcrived spacer 2. complete seq. 745 745  100% 0.0 98% JX624302.1
[y sp. 1 MU-2012 genomic DMNA containing [TS1. 5.85 rRNA gene, ITS2 and 283 rRINA gene, isolate CM4T 745 745 100% 0.0 98% HEBS20773.1
[ Phoma macrostoma strain IMI 192268 18S RMA gene, partial sequence: internal spacer 1, 5.85 ribosomal RNA gene. andinternaltrar 745 745 100% 0.0 98% DQ474109.1
[ Phoma macrostoma 185 ribosomal RNA gene. partial sequence: internal ranscribed spacer 1. 5.88 ribosomal RNA gene. and internal transcribed spacer 2 745 745 100% 0.0 98% AF0460202
[ Uncultured funqus clone TSPF_2318S ri RMA gene, partial internal transcribed spacer 1. 585 RMA gene, and internal transcr 745 745 100% 0.0 98% EJ213518.1

Tar

annns

n

n

anns

AVE4EAET 4




23. MKS1

B Descriptions

Sequences preducing significant alignments:
Select: All MNone Selected 0

i Alignments o
Description E’\i:; ;3“;1 Cszjg vaI\Eue Ident | Accession
[ Fusarium strain HPA2 185 RMA gene, partial sequencs: internal franscribed spacer 1, 585 ribosomal RNA gene, and internal transcril 699 699 98% 0.0 99% KJG6772531
[ Fusarium oxysporum strain HPA1 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1. 5.88 ribosomal RNA gene, and internal transcril 699 699 98% 0.0 99% KJ6772521
[ Fusarium f.sp. cumini strain F11 18S ribosomal RNA gene, partial sequence: internal transcribed spacer 1, 5.85 RMAgens. andinterr 699 699 98% 00 99% KJG53447.1
[ Fusarium oxysporum strain CE12 188 ribosomal RNA gene. partial sequence: internal transcribed spacer 1and 5.88 ribosomal RNA gene. complete sequer 699 699 98% 0.0 99% KJ6209781
[ Fusarium isolate V23-40 18S ribosomal RNA gene. partial sequence 699 699 98% 0.0 99% KJ4392051
O Fusarium oxvsporum isolate V21-269 183 rivosomal RNA gene. partial sequence 699 699 98% 0.0 99% KJ4392031
[ Fusarium isolate PB2-154 185 ribosomal RNA gene, partial sequence 699 699 98% 0.0 99% KJ439169.1
O Fusarium oxwvsporum isolate P61-11 18S i RNA gene, partial sequence 699 699 98% 0.0 99% KJ4391541
() Fusarium oxwsporum isolate P52-588 188 ribosomal RNA gene. partial sequence 699 699 98% 0.0 99% KJ4391491
[ Fusarium isolate C43-198 185 RMA gens, partial sequence 699 699 98% 0.0 99% KJ4390921
) Fusarium oxsporum isolate C34-294 188 rivosomal RNA gene. partial sequence 699 699 98% 0.0 99% KJ4390881
[ Fusarium strain 8 internal franscribed spacer 1, partial sequence: 5.85 RMA gene, complete and internal space 699 699 98% 0.0 99% KJ1601511
Eusarium oxysporum strain 3 internal transcribed spacer 1. partial sequence: 5.88 i RINA gene, complete and internal space 699 699 98% 0.0 99% KJ1601461




