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AY102567−TRI5 Gibberella zeae strain NRRL 13383 trichothecene gene cluster, partial sequence.AY102573−TRI5 Fusarium mesoamericanum strain NRRL 25797 trichothecene gene cluster, partial sequence.AY102576−TRI5 Fusarium acaciae−mearnsii strain NRRL 26752 trichothecene gene cluster, partial sequence.AY102577−TRI5 Fusarium acaciae−mearnsii strain NRRL 26754 trichothecene gene cluster, partial sequence.AY102578−TRI5 Fusarium acaciae−mearnsii strain NRRL 26755 trichothecene gene cluster, partial sequence.AY102587−TRI5 Gibberella zeae strain NRRL 28439 trichothecene gene cluster, partial sequence.

AY102599−TRI5 Gibberella zeae strain NRRL 29169 trichothecene gene cluster, partial sequence.

AF336366−Tri5 Gibberella zeae H−11 trichothecene biosynthesis gene cluster, complete sequence.AF359361−TRI5 Gibberella zeae strain GZ3639 trichothecene gene cluster, complete sequence.AY102581−TRI5 Gibberella zeae strain NRRL 28063 trichothecene gene cluster, partial sequence.AY102603−TRI5 Gibberella zeae strain NRRL 5883 trichothecene gene cluster, partial sequence.AY102605−TRI5 Gibberella zeae strain NRRL 6394 trichothecene gene cluster, partial sequence.U22464−TRI5 Gibberella zeae trichodiene synthase (TRI5) gene, partial cds.

AY102589−TRI5 Fusarium austroamericanum strain NRRL 28718 trichothecene gene cluster, partial sequence.AY102596−TRI5 Fusarium austroamericanum strain NRRL 2903 trichothecene gene cluster, partial sequence.AY102571−TRI5 Fusarium culmorum strain NRRL 25475 trichothecene gene cluster, partial sequence.AY102584−TRI5 Gibberella zeae strain NRRL 28336 trichothecene gene cluster, partial sequence.AY102602−TRI5 Fusarium culmorum strain NRRL 3288 trichothecene gene cluster, partial sequence.EF661664−ABR87941.1 Gibberella zeae strain H3 trichodiene synthase gene, complete cds.HM131844−TRI5 Fusarium culmorum strain INRA117 cytochrome P450 (TRI4), regulatory protein (TRI6), and trichodiene synthase (TRI5) genes, complete cds.AY102598−TRI5 Fusarium mesoamericanum strain NRRL 29148 trichothecene gene cluster, partial sequence.

AY102579−TRI5 Fusarium boothii strain NRRL 26916 trichothecene gene cluster, partial sequence.AY102594−TRI5 Fusarium boothii strain NRRL 29011 trichothecene gene cluster, partial sequence.AY102595−TRI5 Fusarium boothii strain NRRL 29020 trichothecene gene cluster, partial sequence.AY102597−TRI5 Fusarium boothii strain NRRL 29105 trichothecene gene cluster, partial sequence.

AB060689−Tri5 Gibberella zeae Tri5−cluster genes for trichothecene biosynthesis, complete cds.AY102575−TRI5 Fusarium asiaticum strain NRRL 26156 trichothecene gene cluster, partial sequence.
AY102590−TRI5 Fusarium asiaticum strain NRRL 28720 trichothecene gene cluster, partial sequence.AY102604−TRI5 Fusarium asiaticum strain NRRL 6101 trichothecene gene cluster, partial sequence.

AY102568−TRI5 Fusarium lunulosporum strain NRRL 13393 trichothecene gene cluster, partial sequence.AF336365−Tri5 Gibberella zeae 88−1 trichothecene biosynthesis gene cluster, complete sequence.
AY102569−TRI5 Fusarium cerealis strain NRRL 13721 trichothecene gene cluster, partial sequence.AY102570−TRI5 Fusarium asiaticum strain NRRL 13818 trichothecene gene cluster, partial sequence.AY102572−TRI5 Fusarium cerealis strain NRRL 25491 trichothecene gene cluster, partial sequence.AY102574−TRI5 Fusarium cerealis strain NRRL 25805 trichothecene gene cluster, partial sequence.

AY102586−TRI5 Fusarium meridionale strain NRRL 28436 trichothecene gene cluster, partial sequence.AY102588−TRI5 Fusarium austroamericanum strain NRRL 28585 trichothecene gene cluster, partial sequence.AY102591−TRI5 Fusarium meridionale x Fusarium asiaticum strain NRRL 28721 trichothecene gene cluster, partial sequence.AY102592−TRI5 Fusarium meridionale strain NRRL 28723 trichothecene gene cluster, partial sequence.AY102593−TRI5 Fusarium meridionale strain NRRL 29010 trichothecene gene cluster, partial sequence.AY102600−TRI5 Fusarium cortaderiae strain NRRL 29297 trichothecene gene cluster, partial sequence.AY102601−TRI5 Fusarium cortaderiae strain NRRL 29306 trichothecene gene cluster, partial sequence.

AF359360−TRI5 Fusarium sporotrichioides trichothecene gene cluster, complete sequence.AF364179−Tri5 Fusarium sporotrichioides trichothecene pathway gene cluster, partial sequence.

AF009416−TRI5 Myrothecium roridum trichodiene synthase (TRI5) gene, complete cds.

AY102580−TRI5 Fusarium pseudograminearum strain 28062 trichothecene gene cluster, partial sequence.AY102583−TRI5 Fusarium pseudograminearum strain NRRL 28334 trichothecene gene cluster, partial sequence.AY102585−TRI5 Fusarium pseudograminearum strain NRRL 28338 trichothecene gene cluster, partial sequence.
AY102582−TRI5 Fusarium pseudograminearum strain NRRL 28065 trichothecene gene cluster, partial sequence.
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AF279807−ggs1 Penicillium paxilli geranylgeranyl pyrophosphate synthase (ggs1) gene, complete cds.

AB079897−PbGGPS Phoma betae PbGGPS mRNA for geranylgeranyl diphosphate synthase, complete cds.

AB114137−PbGGS Phoma betae PbGGS, ACS, PbP450−1, PbTP, PbP450−2, PbTF genes for geranylgeranyldiphosphate synthase, aphidicolan−16b−ol synthase, P450 monooxygenase 1, transporter protein, P450 monooxygenase 2, transcription factor, complete cds.

AB252832−PaGGS−D Diaporthe amygdali PaGGS−D mRNA for geranylgeranyl diphosphate synthase, complete cds.

HM171111−paxG Penicillium paxilli strain PN2013 hypothetical protein PP101, hypothetical protein PP102, hypothetical protein PP103, hypothetical protein PP104, hypothetical protein PP105, hypothetical protein PP106, hypothetical protein PP107, hypothetical protein PP108, hypothetical protein PP109, hypothetical protein PP110, hypothetical protein PP111, and hypothetical protein PP112 genes, complete cds; paxilline biosynthetic gene cluster, complete sequence; and hypothetical protein PP121 and hypothetical protein PP122 genes, complete cds.

KC970537−idtG Neotyphodium sp. FaTG−4 strain e4305 clone e4305_idtG putative indole−diterpene biosynthetic gene cluster, partial sequence.

KC970577−idtG Neotyphodium aotearoae strain e899 clone e899_IDT indole−diterpene biosynthetic gene cluster, partial sequence.

KC920437−idtG Neotyphodium funkii clone Nfunk_IDT1 indole−diterpene biosynthetic gene cluster, partial sequence.KC970578−idtG Neotyphodium coenophialum strain e4163 indole−diterpene biosynthetic gene cluster, partial sequence.KC970584−idtG Neotyphodium coenophialum strain e4309 clone E4309_IDT1 indole−diterpene biosynthetic gene cluster, partial sequence.KC970583−idtG Epichloe typhina x Neotyphodium lolii strain Lp1 clone Lp1_IDT1 indole−diterpene biosynthetic gene cluster, partial sequence.

DQ443465−ltmE Neotyphodium lolii ltm gene clusters 2 and 3, complete sequence; and P450 monooxygenase (ltmP) and prenyl transferase (ltmC) genes, complete cds.

KC970577−idtC Neotyphodium aotearoae strain e899 clone e899_IDT indole−diterpene biosynthetic gene cluster, partial sequence.

KC970579−idtC Neotyphodium sp. FaTG−4 strain e4305 clone e4305_IDT indole−diterpene biosynthetic gene cluster, partial sequence.
KC970578−idtC Neotyphodium coenophialum strain e4163 indole−diterpene biosynthetic gene cluster, partial sequence.KC970581−idtC Neotyphodium coenophialum strain e4309 clone E4309_IDT2 indole−diterpene biosynthetic gene cluster, partial sequence.

DQ443465−ltmC Neotyphodium lolii ltm gene clusters 2 and 3, complete sequence; and P450 monooxygenase (ltmP) and prenyl transferase (ltmC) genes, complete cds.KC970580−idtC Epichloe typhina x Neotyphodium lolii strain Lp1 clone Lp1_IDT2 indole−diterpene biosynthetic gene cluster, partial sequence.
KC920438−idtC Neotyphodium funkii clone Nfunk_IDT2 indole−diterpene biosynthetic gene cluster, partial sequence.

AB725916−terC Chaunopycnis alba ORF1, terK, terC, terB, terQ, terM, terP, terF, ORF2, ORF3 genes for indoleamine 2,3−dioxygenase, cytochrome P450 monooxygenase, prenyl transferase, terpene cyclase, cytochrome P450 monooxygenase, FAD−dependent monooxygenase, cytochrome P450 monooxygenase, aromatic prenyl transferase, flavin−binding monooxygenase, heat shock protein, complete cds.

AY559849−AF112 Aspergillus flavus unknown (AF101), putative dioxygenase (AF102), putative dehydrogenase (AF103), putative monooxygenase (AF104), putative acyl esterase (AF105), unknown (AF106), putative transcription factor (AF107), putative dehydrogenase (AF108), putative Zn2Cys6 transcription factor (AF109), putative monooxygenase (AF110), geranylgeranyl diphosphate synthase (atmG), prenyl transferase (atmC), monooxygenase (atmM), putative polytopic membrane protein (AF114), putative cytochrome P450 (AF115), and putative acyltransferase (AF116) genes, complete cds; and putative necrosis inducing protein (AF117) gene, partial cds.

AM911677−atmG Aspergillus flavus atmG gene for geranylgeranyl diphosphate synthase, strain NRRL 3357, exons 1−4.

AY559849−AF111 Aspergillus flavus unknown (AF101), putative dioxygenase (AF102), putative dehydrogenase (AF103), putative monooxygenase (AF104), putative acyl esterase (AF105), unknown (AF106), putative transcription factor (AF107), putative dehydrogenase (AF108), putative Zn2Cys6 transcription factor (AF109), putative monooxygenase (AF110), geranylgeranyl diphosphate synthase (atmG), prenyl transferase (atmC), monooxygenase (atmM), putative polytopic membrane protein (AF114), putative cytochrome P450 (AF115), and putative acyltransferase (AF116) genes, complete cds; and putative necrosis inducing protein (AF117) gene, partial cds.

HM171111−paxC Penicillium paxilli strain PN2013 hypothetical protein PP101, hypothetical protein PP102, hypothetical protein PP103, hypothetical protein PP104, hypothetical protein PP105, hypothetical protein PP106, hypothetical protein PP107, hypothetical protein PP108, hypothetical protein PP109, hypothetical protein PP110, hypothetical protein PP111, and hypothetical protein PP112 genes, complete cds; paxilline biosynthetic gene cluster, complete sequence; and hypothetical protein PP121 and hypothetical protein PP122 genes, complete cds.

AB529510−ggs2 Metarhizium anisopliae ggs2 gene for geranylgeranyl diphosphate synthase, complete cds.

dmat.fasta.withCharacterized4.uniq.mafft.FastTree 
 582

●

●

●
●●

●

●

●

●●●●●●●●●●● ●●●●●●

●●●●

●

●

●●●●●●●●●●

●
●●

●●●

●
●

●●

●

●

●

●●

●

●

●

●
●

●●●

●

●

●

●

●

●

●
●●●●●
●●●●

●

●

●

●
●

●

●

●●●

●●

●

●●●

●

●

●
●●

●●

●

●

●
●●●

●

●
●

●

●

●●

●

●

●●●●

●

●●●●●●●●●●●
●●

●●●

●

●

●●●

●

●

●

●
●●

●

●
●

●

●●●

●●●

●

●

●

●●

●●

●
●

●

●

●

●

●

●

●

●

●

●

●●●

●

●

●

●

●

●

●

●●

●
●

●

●
●●●●
●●
●●●

●

●

●
●●

●

●

●

●●●

●

●

●

●

●

●●
●

●

●
●

●●

●●

●

●
●

●●●●

● ●
●

●
●●●●●●●

●

●

●●
●●●●●●●

●

●
●●●●●●●●●●

●

●
●

●

●

●

●

● ●●

●

● ●●● ●●

●
●

●

●●●

●●
●●●●

●
●●

●

● ●
●●

●●●
●

●●●●●●●●●●
●●●

●

●
●●

●

●

●●●

●●●

●●●
●●●

●●

●

●

●●

●

●

●
●●●

●●

●●●

●

●●●
●

●

●
●●●●

●

●

●

●

●

●

●

●

●

●
●●●

●

●

●●●

●

●

●●

●●

●

●●●●●●●●●

●
●●
●

●

●

●

●

●

●

●

●

●

●

●●

●

●

●

●●

●

●

●

●

●

●
●●

●

●

●
●●●●●●

●
●

●●●●

●

●

●

●

●

●

●

●

●
●

●

●

●●●

●

●

●

●

●●

●

●

●●

●

●

●

●

●

●

●

●

●●●

●

●

●
●

●●

●

●

●

●

●

●●

●

●●

●●
●●●

●

●

●

●●
●●

●●●
●

●●●

●●

●

●●

●●

●

●
●●

●

●

●●

●

●●●
●●●

●●
●●●●

●

●●●●●●●●●

●
●

●

●

●●

●

●

●

●●●

●●●●●● ●

●●●
●●

GU574477−ADI24928.1 Penicillium aethiopicum strain IBT 5753 viridicatumtoxin biosynthetic gene cluster, complete sequence; and unknown genes.

AY700570−fsdK Fusarium heterosporum strain ATCC 74349 fusaridione A gene cluster, complete sequence.

DQ443465−ltmE Neotyphodium lolii ltm gene clusters 2 and 3, complete sequence; and P450 monooxygenase (ltmP) and prenyl transferase (ltmC) genes, complete cds.KC970517−ltmE Neotyphodium sp. FaTG−2 strain NFE45079 clone FaTG−2_G2_ltmE putative indole−diterpene biosynthetic gene cluster, partial sequence.

KC970576−AGN73100.1 Neotyphodium aotearoae strain e899 clone e899_idtF indole−diterpene biosynthetic gene cluster, partial sequence.

KC970578−idtF Neotyphodium coenophialum strain e4163 indole−diterpene biosynthetic gene cluster, partial sequence.KC970581−idtF Neotyphodium coenophialum strain e4309 clone E4309_IDT2 indole−diterpene biosynthetic gene cluster, partial sequence.
DQ443465−ltmF Neotyphodium lolii ltm gene clusters 2 and 3, complete sequence; and P450 monooxygenase (ltmP) and prenyl transferase (ltmC) genes, complete cds.KC970580−idtF Epichloe typhina x Neotyphodium lolii strain Lp1 clone Lp1_IDT2 indole−diterpene biosynthetic gene cluster, partial sequence.KC920438−idtF Neotyphodium funkii clone Nfunk_IDT2 indole−diterpene biosynthetic gene cluster, partial sequence.KC970535−idtF Neotyphodium sp. FaTG−3 strain NFE1100 clone FaTG−3_NFE1100_idtF putative indole−diterpene biosynthetic gene cluster, partial sequence.KC970536−idtF Neotyphodium sp. FaTG−2 strain NFE45115 clone FaTG−2_G3_idtF putative indole−diterpene biosynthetic gene cluster, partial sequence.KC970533−idtF Neotyphodium occultans clone Nocc_idtF putative indole−diterpene biosynthetic gene cluster, partial sequence.KC970579−idtF Neotyphodium sp. FaTG−4 strain e4305 clone e4305_IDT indole−diterpene biosynthetic gene cluster, partial sequence.

AB725916−terF Chaunopycnis alba ORF1, terK, terC, terB, terQ, terM, terP, terF, ORF2, ORF3 genes for indoleamine 2,3−dioxygenase, cytochrome P450 monooxygenase, prenyl transferase, terpene cyclase, cytochrome P450 monooxygenase, FAD−dependent monooxygenase, cytochrome P450 monooxygenase, aromatic prenyl transferase, flavin−binding monooxygenase, heat shock protein, complete cds.

AM921700−atmD Aspergillus flavus second gene cluster for aflatrem biosynthesis (atm cluster 2), strain NRRL 6541.

HM171111−paxD Penicillium paxilli strain PN2013 hypothetical protein PP101, hypothetical protein PP102, hypothetical protein PP103, hypothetical protein PP104, hypothetical protein PP105, hypothetical protein PP106, hypothetical protein PP107, hypothetical protein PP108, hypothetical protein PP109, hypothetical protein PP110, hypothetical protein PP111, and hypothetical protein PP112 genes, complete cds; paxilline biosynthetic gene cluster, complete sequence; and hypothetical protein PP121 and hypothetical protein PP122 genes, complete cds.

AB436628−ftmB_ftmPT1 Aspergillus fumigatus DNA, fumitremorgin biosynthetic gene cluster (ftmA, ftmC, ftmD, ftmB/ftmPT1, ftmE, ftmF, ftmG, ftmH, ftmI), complete cds.

JX439640−dmaW Epichloe elymi strain E56 4−gamma, gamma−dimethylallyl tryptophan synthase (dmaW) and chanoclavine synthase catalase protein (easC) genes, complete cds.KC989612−dmaW Epichloe canadensis dimethylallyltryptophan synthase (dmaW) and EasC (easC) genes, complete cds.KF042039−dmaW Neotyphodium funkii strain e4096 dimethylallyl tryptophan synthase (dmaW) and catalase (easC) genes, complete cds.

KC989569−dmaW Neotyphodium coenophialum strain e4163 isolate EAS1 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989607−dmaW Neotyphodium coenophialum dimethylallyltryptophan N−methyltransferase (easF), agroclavine dehydrogenase (easG), chanoclavine aldehyde oxidoreductase/isomerase (easA), putative oxygenase (easH), and dimethylallyltryptophan synthase (dmaW) genes, complete cds.KC989576−dmaW Epichloe sp. E4305 dimethylallyl tryptophan synthase (dmaW), putative oxygenase (easH), and chanoclavine−I aldehyde oxidoreductase (easA) genes, complete cds.
KC989570−dmaW Neotyphodium coenophialum strain e4163 isolate EAS2 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989610−dmaW Neotyphodium coenophialum dimethylallyltryptophan synthase (dmaW), elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.

KC989572−dmaW Epichloe sp. SF−2013a dimethylallyl tryptophan synthase (dmaW), putative oxygenase (easH), chanoclavine−I aldehyde oxidoreductase (easA), agroclavine dehydrogenase (easG), dimethylallyltryptophan N−methyltransferase (easF), chanoclavine−I synthase oxidoreductase protein (easE), and lysergyl peptide synthetase subunit 2 LPS2 (lpsB) genes, complete cds.

KC989564−dmaW Epichloe amarillans dimethylallyl tryptophan synthase (dmaW), putative oxygenase (easH), chanoclavine−I aldehyde oxidoreductase (easA), agroclavine dehydrogenase (easG), dimethylallyltryptophan N−methyltransferase (easF), chanoclavine−I synthase oxidoreductase protein (easE), and lysergyl peptide synthetase subunit 2 LPS2 (lpsB) genes, complete cds.KC989567−dmaW Epichloe canadensis dimethylallyl tryptophan synthase (dmaW), putative oxygenase (easH), chanoclavine−I aldehyde oxidoreductase (easA), agroclavine dehydrogenase (easG), dimethylallyltryptophan N−methyltransferase (easF), and chanoclavine−I synthase oxidoreductase protein (easE) genes, complete cds; and lysergyl peptide synthetase subunit 2 LPS2 (lpsB) pseudogene, complete sequence.

EU006773−dmaW Claviceps fusiformis strain PRL 1980 ergot alkaloid synthesis (EAS) gene cluster, complete sequence.

GU564534−notC Aspergillus sp. MF297−2 normal prenyltransferase (notC) gene, complete cds.HM622670−ADM34136.1 Aspergillus sp. MF297−2 notoamide biosynthetic gene locus, partial sequence.

JQ708194−notC_ UNVERIFIED: Aspergillus versicolor strain NRRL35600 +notoamide biosynthetic gene cluster, partial sequence.

AB436628−ftmH Aspergillus fumigatus DNA, fumitremorgin biosynthetic gene cluster (ftmA, ftmC, ftmD, ftmB/ftmPT1, ftmE, ftmF, ftmG, ftmH, ftmI), complete cds.

JQ708193−malB Malbranchea aurantiaca strain RRC1813 malbrancheamide biosynthetic gene cluster, partial sequence.

JQ708195−phqA Penicillium fellutanum strain ATCC 20841 paraherquamide biosynthetic gene cluster, partial sequence.

GU564535−notF Aspergillus sp. MF297−2 reverse prenyltransferase (notF) gene, complete cds.HM622670−ADM34139.1 Aspergillus sp. MF297−2 notoamide biosynthetic gene locus, partial sequence.

JQ708194−notF_ UNVERIFIED: Aspergillus versicolor strain NRRL35600 +notoamide biosynthetic gene cluster, partial sequence.

JQ708195−phqJ Penicillium fellutanum strain ATCC 20841 paraherquamide biosynthetic gene cluster, partial sequence.

JQ708193−malE Malbranchea aurantiaca strain RRC1813 malbrancheamide biosynthetic gene cluster, partial sequence.

JQ708195−phqI Penicillium fellutanum strain ATCC 20841 paraherquamide biosynthetic gene cluster, partial sequence.

EF429246−ABV48721.1 Hypocrea virens strain G20−4B secondary metabolite gene cluster, complete sequence.

AY553235−sirD Leptosphaeria maculans HDX1 (HDX1), PKS1 (PKS1), and UVI−1h (UVI−1h) genes, complete cds; sirodesmin biosynthetic gene cluster, complete sequence; MP1 (MP1), and ZnF3 (ZnF3) genes, complete cds.
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XM_001240128−CIMG_09750_2443−2716_XM_001240128.1.cluster001_Condensation2 Coccidioides immitis RS hypothetical protein (CIMG_09750) partial mRNA.

XM_001240128−CIMG_09750_5117−5391_XM_001240128.1.cluster001_Condensation4 Coccidioides immitis RS hypothetical protein (CIMG_09750) partial mRNA.

AB862312−vlmS_4774−5045_AB862312.1.cluster001_Condensation4 Lecanicillium sp. HF627 vlmS gene for non−ribosomal peptide synthetase, complete cds, strain: HF627.

AB862312−vlmS_5874−6140_AB862312.1.cluster001_Condensation5 Lecanicillium sp. HF627 vlmS gene for non−ribosomal peptide synthetase, complete cds, strain: HF627.

JX421684−ecdA_133−411_JX421684.1.cluster001_Condensation1 Emericella rugulosa strain NRRL 11440 hypothetical protein genes, complete cds; echinocandin B biosynthetic gene cluster, complete sequence; and hypothetical protein genes, complete cds.

JX421684−ecdA_1207−1489_JX421684.1.cluster001_Condensation2 Emericella rugulosa strain NRRL 11440 hypothetical protein genes, complete cds; echinocandin B biosynthetic gene cluster, complete sequence; and hypothetical protein genes, complete cds.

JX421684−ecdA_2313−2592_JX421684.1.cluster001_Condensation3 Emericella rugulosa strain NRRL 11440 hypothetical protein genes, complete cds; echinocandin B biosynthetic gene cluster, complete sequence; and hypothetical protein genes, complete cds.JX421684−ecdA_3417−3690_JX421684.1.cluster001_Condensation4 Emericella rugulosa strain NRRL 11440 hypothetical protein genes, complete cds; echinocandin B biosynthetic gene cluster, complete sequence; and hypothetical protein genes, complete cds.

JX421684−ecdA_5621−5897_JX421684.1.cluster001_Condensation6 Emericella rugulosa strain NRRL 11440 hypothetical protein genes, complete cds; echinocandin B biosynthetic gene cluster, complete sequence; and hypothetical protein genes, complete cds.

JX421684−ecdA_4509−4785_JX421684.1.cluster001_Condensation5 Emericella rugulosa strain NRRL 11440 hypothetical protein genes, complete cds; echinocandin B biosynthetic gene cluster, complete sequence; and hypothetical protein genes, complete cds.

AH013655−AAR98917.1_41−227_AH013655.1.cluster001_Condensation2 Trichoderma asperellum peptide synthetase gene, partial cds.

AH013655−AAR98915.1_242−513_AH013655.1.cluster001_Condensation1 Trichoderma asperellum peptide synthetase gene, partial cds.AY513580−AAR98915.1_242−513_AY513580.1.cluster001_Condensation1 Trichoderma asperellum peptide synthetase gene, partial cds.

AF184074−AMT_1997−2272_AF184074.1.cluster001_Condensation2 Alternaria alternata AM−toxin synthetase (AMT) gene, complete cds.

AF184074−AMT_3095−3363_AF184074.1.cluster001_Condensation3 Alternaria alternata AM−toxin synthetase (AMT) gene, complete cds.AF184074−AMT_924−1201_AF184074.1.cluster001_Condensation1 Alternaria alternata AM−toxin synthetase (AMT) gene, complete cds.

JF826561−AEN14638.1_44−309_JF826561.1.cluster001_Condensation1 Gibberella intermedia strain LF061 beauvericin biosynthetic gene cluster, complete sequence.

Z18755−esyn1_36−301_Z18755.3.cluster001_Condensation1 Fusarium scirpi esyn1 gene for enniatin synthetase.

KP000028−esyn_36−301_KP000028.1.cluster001_Condensation1 Fusarium oxysporum f. cucumerinum enniatin synthetase (esyn) gene, complete cds.

EU886196−Beas_47−308_EU886196.1.cluster001_Condensation1 Beauveria bassiana strain ATCC 7159 beauvericin biosynthetic gene locus, complete sequence.

FJ439897−Bsls_42−303_FJ439897.1.cluster001_Condensation1 Beauveria bassiana strain ATCC 7159 bassianolide biosynthetic gene locus, partial sequence.

GQ331953−aps1_4726−5006_GQ331953.1.cluster001_Condensation4 Fusarium incarnatum apicidin biosynthetic gene cluster, complete sequence.

M98024−HTS1_4794−5058_M98024.2.cluster001_Condensation4 Cochliobolus carbonum HC−toxin synthetase (HTS1) gene, complete cds.

KC862269−HTS1_4797−5056_KC862269.1.cluster001_Condensation4 Alternaria jesenskae HC−toxin synthetase (HTS1) mRNA, complete cds.

KJ934798−fum14_151−407_KJ934798.1.cluster001_Condensation1 Aspergillus welwitschiae strain ITEM 11945 fumonisin biosynthetic gene cluster, partial sequence.
KJ934797−fum14_151−407_KJ934797.1.cluster001_Condensation1 Aspergillus niger strain ITEM 10355 fumonisin biosynthetic gene cluster, partial sequence.

EU449979−fum14_121−405_EU449979.1.cluster001_Condensation1 Fusarium oxysporum strain FRC O−1890 fumonisin biosynthetic gene cluster, complete sequence.

AF155773−FUM14_121−405_AF155773.5.cluster001_Condensation1 Gibberella moniliformis fumonisin biosynthetic gene cluster, complete sequence.

HE614121−nps2_639−916_HE614121.1.cluster001_Condensation1 Fusarium fujikuroi nps2 gene for nonribosomal peptide synthase, strain IMI58289.

U62738−sid2_2055−2346_U62738.1.cluster001_Condensation2 Ustilago maydis ferrichrome siderophore peptide synthetase (sid2) gene, complete cds.

EF429246−ABV48720.1_610−902_EF429246.1.cluster001_Condensation1 Hypocrea virens strain G20−4B secondary metabolite gene cluster, complete sequence.

AY553235−sirP_639−931_AY553235.1.cluster001_Condensation1 Leptosphaeria maculans HDX1 (HDX1), PKS1 (PKS1), and UVI−1h (UVI−1h) genes, complete cds; sirodesmin biosynthetic gene cluster, complete sequence; MP1 (MP1), and ZnF3 (ZnF3) genes, complete cds.

AY838877−gliP_617−903_AY838877.1.cluster001_Condensation1 Aspergillus fumigatus putative gliotoxin biosynthetic gene cluster, complete sequence.DQ457015−gliP_627−913_DQ457015.1.cluster001_Condensation1 Aspergillus fumigatus non−ribosomal peptide synthetase (gliP) mRNA, complete cds.
EF429247−ABV48729.1_747−920_EF429247.1.cluster001_Condensation1 Penicillium lilacinoechinulatum strain IBT 28164 secondary metabolite gene cluster, partial sequence.

HM622670−ADM34138.1_1842−2103_HM622670.1.cluster001_Condensation2 Aspergillus sp. MF297−2 notoamide biosynthetic gene locus, partial sequence.

JQ708194−notE__1824−2083_JQ708194.1.cluster001_Condensation2 UNVERIFIED: Aspergillus versicolor strain NRRL35600 +notoamide biosynthetic gene cluster, partial sequence.

AB436628−ftmA_1814−2069_AB436628.1.cluster001_Condensation2 Aspergillus fumigatus DNA, fumitremorgin biosynthetic gene cluster (ftmA, ftmC, ftmD, ftmB/ftmPT1, ftmE, ftmF, ftmG, ftmH, ftmI), complete cds.

KC989569−lpsA_3183−3447_KC989569.1.cluster002_Condensation3 Neotyphodium coenophialum strain e4163 isolate EAS1 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989580−lpsA_3204−3468_KC989580.1.cluster001_Condensation3 Epichloe sp. E4305 lysergyl peptide synthetase subunit 1 (lpsA) gene, complete cds.KC989608−lpsA_3183−3447_KC989608.1.cluster001_Condensation3 Neotyphodium coenophialum elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.

AF368420−AAL26315.2_3183−3447_AF368420.2.cluster001_Condensation3 Neotyphodium lolii lysergyl peptide synthetase 1 gene, complete cds.KC989584−lpsA_3183−3447_KC989584.1.cluster001_Condensation3 Epichloe typhina x Neotyphodium lolii lysergyl peptide synthetase subunit 1 (lpsA) gene, complete cds.
KC989570−lpsA_3183−3447_KC989570.1.cluster001_Condensation4 Neotyphodium coenophialum strain e4163 isolate EAS2 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989610−lpsA_3183−3447_KC989610.1.cluster001_Condensation3 Neotyphodium coenophialum dimethylallyltryptophan synthase (dmaW), elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.KC989563−lpsA_3183−3447_KC989563.1.cluster001_Condensation3 Epichloe amarillans lysergyl peptide synthetase subunit 1 (lpsA), chanoclavine−I dehydrogenase (easD), chanoclavine synthase catalase protein (easC), and elymoclavine monooxygenase (cloA) genes, complete cds.KC989568−lpsA2_3183−3447_KC989568.1.cluster001_Condensation3 Epichloe canadensis lysergyl peptide synthetase subunit A2 (lpsA2), chanoclavine−I dehydrogenase (easD), chanoclavine synthase catalase protein (easC), and elymoclavine monooxygenase (cloA) genes, complete cds.

KC989573−lpsA_3183−3447_KC989573.1.cluster001_Condensation3 Epichloe sp. SF−2013a elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.

HQ591508−ADY16697.1_3660−3924_HQ591508.1.cluster001_Condensation4 Penicillium aethiopicum strain IBT 5753 hypothetical protein genes, complete cds; tryptoquialanine biosynthetic gene cluster, complete sequence; and hypothetical protein, putative RTA1−like transmembrane protein, putative Zn2Cys6 transcription factor, and hypothetical proteins genes, complete cds.

AF184074−AMT_3846−4156_AF184074.1.cluster001_Condensation4 Alternaria alternata AM−toxin synthetase (AMT) gene, complete cds.

HQ591508−ADY16689.1_695−971_HQ591508.1.cluster001_Condensation1 Penicillium aethiopicum strain IBT 5753 hypothetical protein genes, complete cds; tryptoquialanine biosynthetic gene cluster, complete sequence; and hypothetical protein, putative RTA1−like transmembrane protein, putative Zn2Cys6 transcription factor, and hypothetical proteins genes, complete cds.

XM_001240128−CIMG_09750_7292−7571_XM_001240128.1.cluster001_Condensation6 Coccidioides immitis RS hypothetical protein (CIMG_09750) partial mRNA.

JX421684−ecdA_6715−7000_JX421684.1.cluster001_Condensation7 Emericella rugulosa strain NRRL 11440 hypothetical protein genes, complete cds; echinocandin B biosynthetic gene cluster, complete sequence; and hypothetical protein genes, complete cds.

AB862312−vlmS_8481−8757_AB862312.1.cluster001_Condensation7 Lecanicillium sp. HF627 vlmS gene for non−ribosomal peptide synthetase, complete cds, strain: HF627.

EU886741−aba1_11233−11512_EU886741.1.cluster001_Condensation9 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.

JF826561−AEN14638.1_2677−2958_JF826561.1.cluster001_Condensation3 Gibberella intermedia strain LF061 beauvericin biosynthetic gene cluster, complete sequence.

KP000028−esyn_2718−3000_KP000028.1.cluster001_Condensation3 Fusarium oxysporum f. cucumerinum enniatin synthetase (esyn) gene, complete cds.Z18755−esyn1_2717−2999_Z18755.3.cluster001_Condensation3 Fusarium scirpi esyn1 gene for enniatin synthetase.

FJ439897−Bsls_2734−3012_FJ439897.1.cluster001_Condensation3 Beauveria bassiana strain ATCC 7159 bassianolide biosynthetic gene locus, partial sequence.

EU886196−Beas_2772−3053_EU886196.1.cluster001_Condensation3 Beauveria bassiana strain ATCC 7159 beauvericin biosynthetic gene locus, complete sequence.

JQ973666−NPS6_1377−1626_JQ973666.1.cluster001_Condensation2 Alternaria alternata strain EV−MIL31 nonribosomal peptide synthetase 6 (NPS6) gene, complete cds.

HE614122−nps6_1666−1938_HE614122.1.cluster001_Condensation2 Fusarium fujikuroi nps6 gene for nonribosomal peptide synthase, strain IMI58289.

AY929618−AAX49356.1_3015−3298_AY929618.1.cluster001_Condensation3 Omphalotus olearius putative peptide synthetase gene, complete cds.

JN132403−sidN_3116−3407_JN132403.1.cluster001_Condensation3 Epichloe festucae strain E2368 epichloenin A synthetase (sidN) gene, complete cds.JN132407−sidN_3116−3407_JN132407.1.cluster001_Condensation3 Epichloe festucae strain F11 epichloenin A synthetase (sidN) gene, complete cds.JN132404−sidN_1292−1583_JN132404.1.cluster001_Condensation2 Neotyphodium lolii strain Lp19 epichloenin A synthetase (sidN) gene, partial cds.

HE614121−nps2_3319−3596_HE614121.1.cluster001_Condensation4 Fusarium fujikuroi nps2 gene for nonribosomal peptide synthase, strain IMI58289.

AY553235−sirP_1660−1944_AY553235.1.cluster001_Condensation2 Leptosphaeria maculans HDX1 (HDX1), PKS1 (PKS1), and UVI−1h (UVI−1h) genes, complete cds; sirodesmin biosynthetic gene cluster, complete sequence; MP1 (MP1), and ZnF3 (ZnF3) genes, complete cds.

HE614121−nps2_2276−2522_HE614121.1.cluster001_Condensation3 Fusarium fujikuroi nps2 gene for nonribosomal peptide synthase, strain IMI58289.

JN132403−sidN_1999−2283_JN132403.1.cluster001_Condensation2 Epichloe festucae strain E2368 epichloenin A synthetase (sidN) gene, complete cds.JN132404−sidN_175−459_JN132404.1.cluster001_Condensation1 Neotyphodium lolii strain Lp19 epichloenin A synthetase (sidN) gene, partial cds.JN132407−sidN_1999−2283_JN132407.1.cluster001_Condensation2 Epichloe festucae strain F11 epichloenin A synthetase (sidN) gene, complete cds.

AY929618−AAX49356.1_1929−2228_AY929618.1.cluster001_Condensation2 Omphalotus olearius putative peptide synthetase gene, complete cds.

U62738−sid2_914−1220_U62738.1.cluster001_Condensation1 Ustilago maydis ferrichrome siderophore peptide synthetase (sid2) gene, complete cds.

AY929618−AAX49356.1_849−1137_AY929618.1.cluster001_Condensation1 Omphalotus olearius putative peptide synthetase gene, complete cds.

JN132403−sidN_926−1174_JN132403.1.cluster001_Condensation1 Epichloe festucae strain E2368 epichloenin A synthetase (sidN) gene, complete cds.JN132407−sidN_924−1174_JN132407.1.cluster001_Condensation1 Epichloe festucae strain F11 epichloenin A synthetase (sidN) gene, complete cds.

U62738−sid2_3132−3877_U62738.1.cluster001_Condensation3 Ustilago maydis ferrichrome siderophore peptide synthetase (sid2) gene, complete cds.

JN132403−sidN_3677−3957_JN132403.1.cluster001_Condensation4 Epichloe festucae strain E2368 epichloenin A synthetase (sidN) gene, complete cds.JN132407−sidN_3677−3956_JN132407.1.cluster001_Condensation4 Epichloe festucae strain F11 epichloenin A synthetase (sidN) gene, complete cds.

AY929618−AAX49356.1_3554−3837_AY929618.1.cluster001_Condensation4 Omphalotus olearius putative peptide synthetase gene, complete cds.

HE614121−nps2_3860−4143_HE614121.1.cluster001_Condensation5 Fusarium fujikuroi nps2 gene for nonribosomal peptide synthase, strain IMI58289.

HE614121−nps2_1701−1976_HE614121.1.cluster001_Condensation2 Fusarium fujikuroi nps2 gene for nonribosomal peptide synthase, strain IMI58289.

HE614121−nps2_4510−4692_HE614121.1.cluster001_Condensation6 Fusarium fujikuroi nps2 gene for nonribosomal peptide synthase, strain IMI58289.

JN132403−sidN_4262−4528_JN132403.1.cluster001_Condensation5 Epichloe festucae strain E2368 epichloenin A synthetase (sidN) gene, complete cds.JN132407−sidN_4262−4528_JN132407.1.cluster001_Condensation5 Epichloe festucae strain F11 epichloenin A synthetase (sidN) gene, complete cds.

AY929618−AAX49356.1_4135−4397_AY929618.1.cluster001_Condensation5 Omphalotus olearius putative peptide synthetase gene, complete cds.

DQ192518−pcbAB_949−1255_DQ192518.1.cluster001_Condensation1 Penicillium chrysogenum strain AS−P−78 hypothetical protein genes, complete cds; penicillin gene cluster, complete sequence; and hypothetical protein genes, complete cds.EF601124−pcbAB_949−1255_EF601124.1.cluster001_Condensation1 Penicillium chrysogenum strain Wisconsin 54−1255 penicillin biosynthetic gene cluster, partial sequence.M57425−pcbAB_949−1255_M57425.1.cluster001_Condensation1 P.chrysogenum alpha−aminoadypil−cysteinyl−valine synthetase (pcbAB) gene, complete cds.X54296−CAA38195.1_917−1223_X54296.1.cluster001_Condensation1 Penicillium acvA gene for ACV synthetase.

AH000059−acvA_945−1249_AH000059.2.cluster001_Condensation1 Emericella nidulans acv synthetase (acvA) gene, partial cds.S40212−acvA_945−1249_S40212.1.cluster001_Condensation1 Emericella nidulans acv synthetase (acvA) gene, partial cds.X54853−acvA_945−1249_X54853.1.cluster001_Condensation1 Aspergillus nidulans acvA gene.

AH000059−acvA_2020−2320_AH000059.2.cluster001_Condensation2 Emericella nidulans acv synthetase (acvA) gene, partial cds.S40212−acvA_2020−2320_S40212.1.cluster001_Condensation2 Emericella nidulans acv synthetase (acvA) gene, partial cds.X54853−acvA_2020−2320_X54853.1.cluster001_Condensation2 Aspergillus nidulans acvA gene.

DQ192518−pcbAB_2025−2326_DQ192518.1.cluster001_Condensation2 Penicillium chrysogenum strain AS−P−78 hypothetical protein genes, complete cds; penicillin gene cluster, complete sequence; and hypothetical protein genes, complete cds.EF601124−pcbAB_2025−2326_EF601124.1.cluster001_Condensation2 Penicillium chrysogenum strain Wisconsin 54−1255 penicillin biosynthetic gene cluster, partial sequence.M57425−pcbAB_2025−2326_M57425.1.cluster001_Condensation2 P.chrysogenum alpha−aminoadypil−cysteinyl−valine synthetase (pcbAB) gene, complete cds.X54296−CAA38195.1_1993−2294_X54296.1.cluster001_Condensation2 Penicillium acvA gene for ACV synthetase.

AB072893−mlcA_2585−2889_AB072893.1.cluster001_Condensation1 Penicillium citrinum ML−236B (compactin) biosynthetic gene cluster (mlcH, mlcG, mlcF, mlcA, mlcC, mlcB, mlcD, mlcE, mlcR), complete cds.

DQ176595−mkA_2632−2933_DQ176595.1.cluster001_Condensation1 Monascus pilosus monacolin K biosynthetic gene cluster, complete sequence.

AF151722−lovB_2599−2898_AF151722.1.cluster001_Condensation1 Aspergillus terreus lovastatin nonaketide synthase (lovB) gene, complete cds.

AB457185−cpaA_2502−2792_AB457185.1.cluster001_Condensation1 Aspergillus oryzae cpaA gene for polyketide synthase−nonribosomal peptide synthetase, PKS−NRPS, complete cds.JX308619−fusA_2342−2628_JX308619.1.cluster001_Condensation1 Gibberella fujikuroi strain IMI 58289 FusA (fusA) gene, complete cds.

AY604568−fusA_2338−2624_AY604568.1.cluster001_Condensation1 Gibberella fujikuroi FUSS (fusA) gene, complete cds.

GQ176852−ACS68554.1_2522−2807_GQ176852.1.cluster001_Condensation1 Metarhizium anisopliae strain ARSEF 2575 NG−391 biosynthetic gene cluster, partial sequence.

JX103637−AFN68293.1_2569−2867_JX103637.1.cluster001_Condensation1 Alternaria alternata strain ATCC 66981 polyketide synthase PksB gene, complete cds.

KC439347−eqxS_2562−2855_KC439347.1.cluster001_Condensation1 Fusarium heterosporum strain ATCC 74349 equisetin gene cluster, complete sequence.

AY700570−fsdS_2578−2871_AY700570.3.cluster001_Condensation1 Fusarium heterosporum strain ATCC 74349 fusaridione A gene cluster, complete sequence.

EU886196−Beas_1131−1429_EU886196.1.cluster001_Condensation2 Beauveria bassiana strain ATCC 7159 beauvericin biosynthetic gene locus, complete sequence.

FJ439897−Bsls_1104−1399_FJ439897.1.cluster001_Condensation2 Beauveria bassiana strain ATCC 7159 bassianolide biosynthetic gene locus, partial sequence.

KP000028−esyn_1103−1397_KP000028.1.cluster001_Condensation2 Fusarium oxysporum f. cucumerinum enniatin synthetase (esyn) gene, complete cds.Z18755−esyn1_1103−1397_Z18755.3.cluster001_Condensation2 Fusarium scirpi esyn1 gene for enniatin synthetase.JF826561−AEN14638.1_1111−1406_JF826561.1.cluster001_Condensation2 Gibberella intermedia strain LF061 beauvericin biosynthetic gene cluster, complete sequence.
EU886741−aba1_2398−2695_EU886741.1.cluster001_Condensation2 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.EU886741−aba1_8624−8921_EU886741.1.cluster001_Condensation7 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.

EU886741−aba1_4972−5267_EU886741.1.cluster001_Condensation4 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.

EU886741−aba1_909−1204_EU886741.1.cluster001_Condensation1 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.

EU886741−aba1_7135−7430_EU886741.1.cluster001_Condensation6 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.

EU886741−aba1_6051−6346_EU886741.1.cluster001_Condensation5 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.

EU886741−aba1_3483−3778_EU886741.1.cluster001_Condensation3 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.EU886741−aba1_9710−10005_EU886741.1.cluster001_Condensation8 Aureobasidium pullulans strain BP−1938 aureobasidin A1 biosynthesis complex (aba1) gene, complete cds.

EF429246−ABV48720.1_1643−1917_EF429246.1.cluster001_Condensation2 Hypocrea virens strain G20−4B secondary metabolite gene cluster, complete sequence.

AY838877−gliP_1629−1895_AY838877.1.cluster001_Condensation2 Aspergillus fumigatus putative gliotoxin biosynthetic gene cluster, complete sequence.DQ457015−gliP_1639−1905_DQ457015.1.cluster001_Condensation2 Aspergillus fumigatus non−ribosomal peptide synthetase (gliP) mRNA, complete cds.

EF429247−ABV48729.1_1628−1892_EF429247.1.cluster001_Condensation2 Penicillium lilacinoechinulatum strain IBT 28164 secondary metabolite gene cluster, partial sequence.

AB862312−vlmS_7390−7682_AB862312.1.cluster001_Condensation6 Lecanicillium sp. HF627 vlmS gene for non−ribosomal peptide synthetase, complete cds, strain: HF627.

AB862312−vlmS_2090−2380_AB862312.1.cluster001_Condensation2 Lecanicillium sp. HF627 vlmS gene for non−ribosomal peptide synthetase, complete cds, strain: HF627.

AB862312−vlmS_3654−3947_AB862312.1.cluster001_Condensation3 Lecanicillium sp. HF627 vlmS gene for non−ribosomal peptide synthetase, complete cds, strain: HF627.

GQ331953−aps1_1330−1629_GQ331953.1.cluster001_Condensation1 Fusarium incarnatum apicidin biosynthetic gene cluster, complete sequence.

M98024−HTS1_1338−1653_M98024.2.cluster001_Condensation1 Cochliobolus carbonum HC−toxin synthetase (HTS1) gene, complete cds.

KC862269−HTS1_1336−1652_KC862269.1.cluster001_Condensation1 Alternaria jesenskae HC−toxin synthetase (HTS1) mRNA, complete cds.

AB862312−vlmS_537−823_AB862312.1.cluster001_Condensation1 Lecanicillium sp. HF627 vlmS gene for non−ribosomal peptide synthetase, complete cds, strain: HF627.

XM_001240128−CIMG_09750_1342−1631_XM_001240128.1.cluster001_Condensation1 Coccidioides immitis RS hypothetical protein (CIMG_09750) partial mRNA.

XM_001240128−CIMG_09750_6579−6868_XM_001240128.1.cluster001_Condensation5 Coccidioides immitis RS hypothetical protein (CIMG_09750) partial mRNA.XM_001240128−CIMG_09750_4083−4370_XM_001240128.1.cluster001_Condensation3 Coccidioides immitis RS hypothetical protein (CIMG_09750) partial mRNA.

XM_001227983−CHGG_10057_7792−7973_XM_001227983.1.cluster001_Condensation7 Chaetomium globosum CBS 148.51 hypothetical protein (CHGG_10057) partial mRNA.

XM_001227983−CHGG_10057_1049−1345_XM_001227983.1.cluster001_Condensation1 Chaetomium globosum CBS 148.51 hypothetical protein (CHGG_10057) partial mRNA.

XM_001227983−CHGG_10057_4789−4946_XM_001227983.1.cluster001_Condensation4 Chaetomium globosum CBS 148.51 hypothetical protein (CHGG_10057) partial mRNA.

XM_001227983−CHGG_10057_6197−6490_XM_001227983.1.cluster001_Condensation6 Chaetomium globosum CBS 148.51 hypothetical protein (CHGG_10057) partial mRNA.

HQ591508−ADY16697.1_2518−2816_HQ591508.1.cluster001_Condensation3 Penicillium aethiopicum strain IBT 5753 hypothetical protein genes, complete cds; tryptoquialanine biosynthetic gene cluster, complete sequence; and hypothetical protein, putative RTA1−like transmembrane protein, putative Zn2Cys6 transcription factor, and hypothetical proteins genes, complete cds.

KC989569−lpsA_2187−2367_KC989569.1.cluster002_Condensation2 Neotyphodium coenophialum strain e4163 isolate EAS1 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989580−lpsA_2187−2367_KC989580.1.cluster001_Condensation2 Epichloe sp. E4305 lysergyl peptide synthetase subunit 1 (lpsA) gene, complete cds.KC989608−lpsA_2187−2367_KC989608.1.cluster001_Condensation2 Neotyphodium coenophialum elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.AF368420−AAL26315.2_2191−2367_AF368420.2.cluster001_Condensation2 Neotyphodium lolii lysergyl peptide synthetase 1 gene, complete cds.KC989570−lpsA_2191−2367_KC989570.1.cluster001_Condensation3 Neotyphodium coenophialum strain e4163 isolate EAS2 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989584−lpsA_2191−2367_KC989584.1.cluster001_Condensation2 Epichloe typhina x Neotyphodium lolii lysergyl peptide synthetase subunit 1 (lpsA) gene, complete cds.KC989610−lpsA_2191−2367_KC989610.1.cluster001_Condensation2 Neotyphodium coenophialum dimethylallyltryptophan synthase (dmaW), elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.
KC989563−lpsA_2190−2367_KC989563.1.cluster001_Condensation2 Epichloe amarillans lysergyl peptide synthetase subunit 1 (lpsA), chanoclavine−I dehydrogenase (easD), chanoclavine synthase catalase protein (easC), and elymoclavine monooxygenase (cloA) genes, complete cds.KC989568−lpsA2_2190−2367_KC989568.1.cluster001_Condensation2 Epichloe canadensis lysergyl peptide synthetase subunit A2 (lpsA2), chanoclavine−I dehydrogenase (easD), chanoclavine synthase catalase protein (easC), and elymoclavine monooxygenase (cloA) genes, complete cds.

KC989573−lpsA_2187−2367_KC989573.1.cluster001_Condensation2 Epichloe sp. SF−2013a elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.

XM_001227983−CHGG_10057_5737−5898_XM_001227983.1.cluster001_Condensation5 Chaetomium globosum CBS 148.51 hypothetical protein (CHGG_10057) partial mRNA.

GQ331953−aps1_2497−2794_GQ331953.1.cluster001_Condensation2 Fusarium incarnatum apicidin biosynthetic gene cluster, complete sequence.

M98024−HTS1_2530−2806_M98024.2.cluster001_Condensation2 Cochliobolus carbonum HC−toxin synthetase (HTS1) gene, complete cds.

KC862269−HTS1_2529−2806_KC862269.1.cluster001_Condensation2 Alternaria jesenskae HC−toxin synthetase (HTS1) mRNA, complete cds.

GQ331953−aps1_3746−3915_GQ331953.1.cluster001_Condensation3 Fusarium incarnatum apicidin biosynthetic gene cluster, complete sequence.

M98024−HTS1_3648−3955_M98024.2.cluster001_Condensation3 Cochliobolus carbonum HC−toxin synthetase (HTS1) gene, complete cds.

KC862269−HTS1_3647−3955_KC862269.1.cluster001_Condensation3 Alternaria jesenskae HC−toxin synthetase (HTS1) mRNA, complete cds.

DQ019316−NPS_855−1126_DQ019316.1.cluster001_Condensation1 Gibberella zeae aldehyde dehydrogenase (ALD), heterokaryon incompatibility protein (HET), non−ribosomal peptide synthetase (NPS), monocarboxylate transporter like−protein (MCT), and K+ channel protein (KAT) genes, complete cds; PKS gene cluster, complete sequence; and polyketide synthase (PKS13), bZIP domain−containing transcription factor (ZEB2), protein kinase Eg2−like protein (STK), and Ca2+ ATPase (ACA) genes, complete cds.

XM_001227983−CHGG_10057_2157−2320_XM_001227983.1.cluster001_Condensation2 Chaetomium globosum CBS 148.51 hypothetical protein (CHGG_10057) partial mRNA.
XM_001227983−CHGG_10057_3082−3355_XM_001227983.1.cluster001_Condensation3 Chaetomium globosum CBS 148.51 hypothetical protein (CHGG_10057) partial mRNA.

AB436628−ftmA_709−975_AB436628.1.cluster001_Condensation1 Aspergillus fumigatus DNA, fumitremorgin biosynthetic gene cluster (ftmA, ftmC, ftmD, ftmB/ftmPT1, ftmE, ftmF, ftmG, ftmH, ftmI), complete cds.

HM622670−ADM34138.1_731−999_HM622670.1.cluster001_Condensation1 Aspergillus sp. MF297−2 notoamide biosynthetic gene locus, partial sequence.

JQ708194−notE__729−997_JQ708194.1.cluster001_Condensation1 UNVERIFIED: Aspergillus versicolor strain NRRL35600 +notoamide biosynthetic gene cluster, partial sequence.

AJ884677−ps3_836−1000_AJ884677.1.cluster001_Condensation1 Claviceps purpurea ps3 gene for peptide synthetase 3.

AF368420−AAL26315.2_994−1259_AF368420.2.cluster001_Condensation1 Neotyphodium lolii lysergyl peptide synthetase 1 gene, complete cds.KC989584−lpsA_994−1259_KC989584.1.cluster001_Condensation1 Epichloe typhina x Neotyphodium lolii lysergyl peptide synthetase subunit 1 (lpsA) gene, complete cds.KC989570−lpsA_994−1259_KC989570.1.cluster001_Condensation2 Neotyphodium coenophialum strain e4163 isolate EAS2 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989610−lpsA_994−1259_KC989610.1.cluster001_Condensation1 Neotyphodium coenophialum dimethylallyltryptophan synthase (dmaW), elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.

KC989569−lpsA_994−1259_KC989569.1.cluster002_Condensation1 Neotyphodium coenophialum strain e4163 isolate EAS1 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989580−lpsA_994−1259_KC989580.1.cluster001_Condensation1 Epichloe sp. E4305 lysergyl peptide synthetase subunit 1 (lpsA) gene, complete cds.KC989608−lpsA_994−1259_KC989608.1.cluster001_Condensation1 Neotyphodium coenophialum elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.
KC989573−lpsA_994−1259_KC989573.1.cluster001_Condensation1 Epichloe sp. SF−2013a elymoclavine monooxygenase (cloA), chanoclavine synthase catalase protein (easC), chanoclavine−I dehydrogenase (easD), and lysergyl peptide synthetase subunit 1 (lpsA) genes, complete cds.

KC989563−lpsA_994−1259_KC989563.1.cluster001_Condensation1 Epichloe amarillans lysergyl peptide synthetase subunit 1 (lpsA), chanoclavine−I dehydrogenase (easD), chanoclavine synthase catalase protein (easC), and elymoclavine monooxygenase (cloA) genes, complete cds.KC989568−lpsA2_994−1259_KC989568.1.cluster001_Condensation1 Epichloe canadensis lysergyl peptide synthetase subunit A2 (lpsA2), chanoclavine−I dehydrogenase (easD), chanoclavine synthase catalase protein (easC), and elymoclavine monooxygenase (cloA) genes, complete cds.EF125025−lpsB_940−1205_EF125025.1.cluster001_Condensation1 Neotyphodium lolii strain Lp19 EAS ergot alkaloid biosynthetic gene cluster, partial sequence.KC989570−lpsB_940−1205_KC989570.1.cluster001_Condensation1 Neotyphodium coenophialum strain e4163 isolate EAS2 ergot alkaloid biosynthetic gene cluster, complete sequence.KC989613−lpsB_940−1205_KC989613.1.cluster001_Condensation1 Epichloe typhina x Neotyphodium lolii putative oxygenase (easH), chanoclavine aldehyde oxidoreductase/isomerase (easA), agroclavine dehydrogenase (easG), dimethylallyltryptophan N−methyltransferase (easF), chanoclavine−I synthase oxidoreductase protein (easE), and lysergyl peptide synthetase subunit 2 (lpsB) genes, complete cds.
KC989564−lpsB_944−1210_KC989564.1.cluster001_Condensation1 Epichloe amarillans dimethylallyl tryptophan synthase (dmaW), putative oxygenase (easH), chanoclavine−I aldehyde oxidoreductase (easA), agroclavine dehydrogenase (easG), dimethylallyltryptophan N−methyltransferase (easF), chanoclavine−I synthase oxidoreductase protein (easE), and lysergyl peptide synthetase subunit 2 LPS2 (lpsB) genes, complete cds.

JQ708193−malG_876−1149_JQ708193.1.cluster001_Condensation1 Malbranchea aurantiaca strain RRC1813 malbrancheamide biosynthetic gene cluster, partial sequence.

JQ708195−phqB_912−1192_JQ708195.1.cluster001_Condensation1 Penicillium fellutanum strain ATCC 20841 paraherquamide biosynthetic gene cluster, partial sequence.

HQ591508−ADY16697.1_942−1226_HQ591508.1.cluster001_Condensation2 Penicillium aethiopicum strain IBT 5753 hypothetical protein genes, complete cds; tryptoquialanine biosynthetic gene cluster, complete sequence; and hypothetical protein, putative RTA1−like transmembrane protein, putative Zn2Cys6 transcription factor, and hypothetical proteins genes, complete cds.

JQ973666−NPS6_712−983_JQ973666.1.cluster001_Condensation1 Alternaria alternata strain EV−MIL31 nonribosomal peptide synthetase 6 (NPS6) gene, complete cds.

HE614122−nps6_874−1147_HE614122.1.cluster001_Condensation1 Fusarium fujikuroi nps6 gene for nonribosomal peptide synthase, strain IMI58289.
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