SFigure 7. Phylogeny of ketosynthase (KS) domains of PKS genes across six T. inflatum strains. Maximum
likelihood phylogeny created in RAXML using best-fit amino acid substitution model WAG and an auto-
matically optimized number of bootstrap replicates. The phylogeny also includes outgroup KS domains
from fatty acid synthases and top 50 BLAST hits in the ncbi nr database to the aflatoxin PKS afIC. Four

strain unique KS domains belonging to the three PKSs found in cluster D are color coded red while the top
BLAST hits to afIC are color coded blue.

Tree scale: 0.1 —

AnimalFAS1 P12276 CHICK PKS KS1 1 4 405

AnimalFAS1 P49327 HUMAN PKS KS1 1 4 405
AnimalFAS1 P12785 RAT PKS KS1 1 4 405
AnimalFAS1 P19096 MOUSE PKS KS1 1 4 405

31975 CLUSTER 7 unitig 38 ¢37 nrps ctg12 orf1060 KS1 1 1114 1530
31671 CLUSTER 7 unitig 28 c16 nrps ctg4 orf1077 KS1 1 1114 1530

BS714 CLUSTER 7 unitig 0 ¢23 nrps ctg3 orf1055 KS1 1 1114 1530
NRRL8044 CLUSTER 7 unitig 0 c8 nrps ctgl orf1090 KS1 2 1111 1436-1437 1491
BS824 CLUSTER 7 unitig 0 c8 nrps ctgl orf1054 KS1 2 1111 1436-1437 1491
BS567 CLUSTER 7 unitig 0 ¢32 nrps ctgl4 orf1056 KS1 2 1111 1436-1437 1491
31975 CLUSTER 6 unitig 38 ¢36 t1pks ctgl2 orf928 KS1 2 212 238-242 603
CBS714 CLUSTER 6 unitig 0 c22 t1pks ctg3 orf923 KS1 2 420 446-450 811
31671 CLUSTER 6 unitig 28 c15 t1pks ctg4 orf939 KS1 2 420 446-450 811
NRRL8044 CLUSTER 6 unitig 0 c7 t1pks ctgl orf959 KS1 2 327 353-357 718
CBS567 CLUSTER 6 unitig 0 ¢31 t1pks ctgl4 orf921 KS1 2 327 353-357 718
BS824 CLUSTER 6 unitig 0 c7 t1pks ctgl orf918 KS1 2 327 353-357 718
ey CBS824 CLUSTER 8 unitig 0 c9 t1pks ctgl orf1135 KS1 2 401 543-544 785
NRRL8044 CLUSTER 8 unitig 0 c9 t1pks ctgl orf1168 KS1 2 401 543-544 785
CBS567 CLUSTER 8 unitig 0 ¢33 t1pks ctgl4 orf1137 KS1 2 401 543-544 785
CBS714 CLUSTER 8 unitig 0 c24 t1pks ctg3 orf1138 KS1 2 401 543-544 785
1671 CLUSTER 8 unitig 28 c17 t1pks ctg4 orf1156 KS1 2 401 543-544 785
- 31975 CLUSTER 8 unitig 38 ¢38 tlpks ctgl2 orfl141 KS1 2 401 543-544 785
31671 CLUSTER 39 unitig 22 c20 t1pks ctg5 orf003 KS1 1 394 794
CBS714 CLUSTER 39 unitig 5 ¢35 tlpks ctg5 orf7 KS1 1 357 777
NRRL8044 CLUSTER 8 unitig 0 c9 tl1pks ctgl orf1171 KS1 1 417 840
CBS567 CLUSTER 8 unitig 0 ¢33 t1pks ctgl4 orf1140 KS1 1 417 840
CBS824 CLUSTER 8 unitig 0 ¢9 t1pks ctgl orf1138 KS1 1 417 840
BS714 CLUSTER 8 unitig 0 c24 t1pks ctg3 orf1141 KS1 1 417 840
1975 CLUSTER 8 unitig 38 ¢38 t1pks ctgl2 orf1144 KS1 1 417 840
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31671 CLUSTER 8 unitig 28 c17 t1pks ctg4 orf1159 KS1 1 417 840
CBS714 CLUSTER 9 unitig 0 ¢25 t1pks ctg3 orf1716 KS1 1 282 696
NRRL8044 CLUSTER 9 unitig 0 c10 t1pks ctgl orf1757 KS1 1 386 800
BS567 CLUSTER 9 unitig 0 ¢34 tlpks ctgl4 orf1716 KS1 1 386 800
31975 CLUSTER 9 unitig 38 ¢39 t1pks ctgl2 orf1776 KS1 1 386 800
CBS824 CLUSTER 9 unitig 0 c10 t1pks ctgl orf1714 KS1 1 386 800
31671 CLUSTER 9 unitig 28 c18 t1pks ctg4 orf1745 KS1 1 386 800
31975 CLUSTER 2 unitig 38 ¢32 t1pks ctgl2 orf117 KS1 1 2 332
CBS824 CLUSTER 2 unitig 0 ¢3 t1pks ctgl orf113 KS1 2 3 150-151 260
CBS567 CLUSTER 2 unitig 0 c27 tl1pks ctgl4 orf113 KS1 2 3 150-151 260
NRRL8044 CLUSTER 2 unitig 0 c3 tlpks ctgl orf142 KS1 2 87 274-275 384
1671 CLUSTER 2 unitig 28 c11 t1pks ctg4 orf133 KS1 2 89 275-275 384
BS714 CLUSTER 2 unitig 0 c18 t1pks ctg3 orf124 KS1 2 87 275-275 384

31975 CLUSTER 13 unitig 0 c10 t1pks ctg3 orfl511 KS1 1 304 720
1671 CLUSTER 13 unitig 0 c36 t1pks ctg10 orf1511 KS1 1 304 720
CBS714 CLUSTER 13 unitig 1 c45 t1pks ctg7 orf1506 KS1 2 304 340-335 585
NRRL8044 CLUSTER 13 unitig 34 c14 t1pks ctg2 orf678 KS1 1 324 695
BS567 CLUSTER 13 unitig 2 c11 tlpks ctg5 orf1523 KS1 1 304 675
CBS824 CLUSTER 13 unitig 1 ¢26 t1pks ctg8 orf1521 KS1 1 304 675
CBS567 CLUSTER 5 unitig 0 c30 t1pks ctg14 orf833 KS1 1 202 637
BS824 CLUSTER 5 unitig 0 c6 t1pks ctgl orf830 KS1 1 202 637
NRRL8044 CLUSTER 5 unitig 0 c6 t1pks ctgl orf870 KS1 1 202 637
1975 CLUSTER 5 unitig 38 ¢35 t1pks ctgl2 orf847 KS1 1 292 727
BS714 CLUSTER 5 unitig 0 c21 t1pks ctg3 orf842 KS1 1 292 727
31671 CLUSTER 5 unitig 28 c14 t1pks ctg4 orf861 KS1 1 292 727
0OAK94566.1 polyketide synthase Stagonospora sp. SRC1IsM3a PKS KS1 1 367 799

CBS824 CLUSTER D unitig 5 c30 tlpks ctgl2 orf6 KS1 1 39 469

CBS567 CLUSTER D unitig 5 ¢36 t1pks ctgl5 orf6 KS1 1 39 469
XP 003070496.1 polyketide synthase putative Coccidioides posadasii C735 delta SOWgp PKS KS1 1 358 788
EFW18011.1 polyketide synthase Coccidioides posadasii str. Silveira PKS KS1 1 374 804
XP 001241406.2 polyketide synthase Coccidioides immitis RS PKS KS1 1 374 804

AAZ95017.1 polyketide synthase Dothistroma septosporum PKS KS1 1 376 807
0J199530.1 hypothetical protein ASPVEDRAFT 516531 Aspergillus versicolor CBS 583.65 PKS KS1 1 382 812
KKK17485.1 hypothetical protein ARAM 004769 Aspergillus rambellii PKS KS1 1 379 809
1
‘ACH72912.1 AfIC Aspergillus ochraceoroseus PKS KS1 1 379 809

KK22290.1 hypothetical protein AOCH 000155 Aspergillus ochraceoroseus PKS KS1 1 379 809
AAR32704.2 PksA Aspergillus sp L PKS KS1 1 375 805
P 002379951.1 aflC pksA pksL1 polyketide synthase Aspergillus flavus NRRL3357 PKS KS1 1 375 805
XP 001821511.1 sterigmatocystin biosynthesis polyketide synthase Aspergillus oryzae RIB40 PKS KS1 1 375 805
XP 022391209.1 sterigmatocystin biosynthesis polyketide synthase Aspergillus bombycis PKS KS1 1 375 783
Q12053.1 polyketide synthase Aspergillus parasiticus PKS KS1 1 375 805
AAU08792.1 truncated polyketide synthase Aspergillus sojae PKS KS1 1 375 805
AAS90047.1 PksA Aspergillus nomius PKS KS1 1 375 805
CBS567 CLUSTER 15 unitig 3 c1 t1pks ctgl orf10 KS1 1 6 399
W¥BS824 CLUSTER 15 unitig 4 ¢16 tlpks ctg5 orf10 KS1 1 6 399
31975 CLUSTER 15 unitig 49 c1 t1pks ctgl orfl4 KS1 1 6 403
1671 CLUSTER 15 unitig 2 c26 t1pks ctg8 orf10 KS1 1 6 403
NRRL8044 CLUSTER 15 unitig 3 ¢18 t1pks ctgl2 orf04 KS1 1 6 399

1¥EBS714 CLUSTER 15 unitig 2 ¢27 tipks ctg4 orf8 KS1 1 6 388
31975 CLUSTER 23 unitig 2 ¢22 t1pks ctg9 orfl7 KS1 1 12 437

- CBS714 CLUSTER 46 unitig 5 c42 t1pks ctg5 orf894 KS1 1 2 235
31671 CLUSTER 46 unitig 24 c39 t1pks ctgl2 orf177 KS1 1 2 235
31975 CLUSTER 46 unitig 46 c13 t1pks ctg4 orf179 KS1 1 2 235
CBS567 CLUSTER 46 unitig 4 ¢18 t1pks ctg8 orf881 KS1 1 2 235
NRRL8044 CLUSTER 46 unitig 34 c12 tlpks ctg2 orf175 KS1 1 2 235
CBS824 CLUSTER 46 unitig 41 ¢29 t1pks ctg9 orfl74 KS1 1 2 235
CBS567 CLUSTER 26 unitig 1 c21 tlpks-nrps ctgll orf441 KS1 2 49 373-410 454
+CBSSZ4 CLUSTER 26 unitig 3 c41 tlpks-nrps ctgl5 orf430 KS1 2 49 373-410 454
NRRL8044 CLUSTER 26 unitig 4 c40 t1pks-nrps ctg20 orf416 KS1 2 49 373-410 456
BS714 CLUSTER 26 unitig 3 c4 t1pks-nrps ctgl orf412 KS1 2 49 373-409 456
1671 CLUSTER 26 unitig 1 c3 tlpks-nrps ctgl orf414 KS1 2 49 373-409 456
1975 CLUSTER 26 unitig 2 ¢25 tlpks-nrps ctg9 orf428 KS1 2 49 373-409 456
CBS714 CLUSTER 17 unitig 2 c29 t1pks ctg4 orf314 KS1 1 120 535
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1671 CLUSTER 17 unitig 2 c28 t1pks ctg8 orf316 KS1 1 120 535
NRRL8044 CLUSTER 17 unitig 3 c20 t1pks ctg12 orf306 KS1 1 134 549
BS567 CLUSTER 17 unitig 3 ¢3 t1pks ctgl orf308 KS1 1 128 543
CBS824 CLUSTER 17 unitig 4 c18 t1pks ctg5 orf308 KS1 1 128 543

31671 CLUSTER 42 unitig 22 c23 t1pks ctg5 orf215 KS1 1 88 504

31975 CLUSTER 42 unitig 45 c43 t1pks ctgl3 orf219 KS1 2 88 269-269 483

CBS714 CLUSTER 42 unitig 5 c38 tlpks ctg5 orf210 KS1 2 148 329-329 543

BS567 CLUSTER 42 unitig 4 c15 tlpks ctg8 orf209 KS1 2 88 269-269 483

NRRL8044 CLUSTER 42 unitig 43 c¢28 t1pks ctgl3 orf286 KS1 2 88 269-269 483

CBS824 CLUSTER 42 unitig 32 c14 tlpks ctg2 orf210 KS1 2 88 269-269 483

|31671 CLUSTER 1 unitig 28 c9 t1pks-nrps ctg4 orfl4 KS1 2 37 227-233 317

00 31975 CLUSTER 1 unitig 38 c30 t1pks-nrps ctgl2 orf7 KS1 2 37 227-233 317
CBS567 CLUSTER 1 unitig 0 ¢25 t1pks-nrps ctgl4 orf9 KS1 2 37 227-233 317
NRRL8044 CLUSTER 1 unitig O c1 t1pks-nrps ctgl orf30 KS1 2 37 227-233 317
CBS824 CLUSTER 1 unitig 0 c1 tlpks-nrps ctgl orf9 KS1 2 37 227-233 317

31671 CLUSTER 19 unitig 2 ¢30 t1pks-nrps ctg8 orf913 KS1 1 1 330

1975 CLUSTER 19 unitig 49 c4 tlpks-nrps ctgl orf903 KS1 1 1 330

CBS714 CLUSTER 19 unitig 2 c31 t1pks-nrps ctg4 orf906 KS1 1 1 330

BS824 CLUSTER 19 unitig 4 c20 t1pks-nrps ctg5 orf920 KS1 1 37 457

1§WRRL8044 CLUSTER 19 unitig 3 c22 t1pks-nrps ctg12 orf901 KS1 1 37 457

CBS567 CLUSTER 19 unitig 3 c5 tlpks-nrps ctgl orf917 KS1 1 37 457

§CBS567 CLUSTER D unitig 5 ¢36 t1pks ctgl5 orf5 KS1 2 1071 1292

-0 1CBS824 CLUSTER D unitig 5 ¢30 t1pks ctgl2 orf5 KS1 2 1071 1292
31671 CLUSTER 17 unitig 2 ¢28 t1pks ctg8 orf312 KS1 1 12 435

BS714 CLUSTER 17 unitig 2 c29 t1pks ctg4 orf310 KS1 1 12 435
RRL8044 CLUSTER 17 unitig 3 c20 t1pks ctgl2 orf301 KS1 1 12 435
BS567 CLUSTER 17 unitig 3 ¢3 t1pks ctgl orf304 KS1 1 12 435
BS824 CLUSTER 17 unitig 4 c18 t1pks ctg5 orf304 KS1 1 12 435
31671 CLUSTER 14 unitig 0 c37 t1pks ctgl10 orf1585 KS1 1 1 87
CBS714 CLUSTER 14 unitig 1 c46 t1pks ctg7 orfl577 KS11 1 87
31975 CLUSTER 14 unitig 0 c11 t1pks ctg3 orf1586 KS1 1 1 87
NRRL8044 CLUSTER 14 unitig 34 c15 tlpks ctg2 orf753 KS1 2 3 95-96 296
BS567 CLUSTER 14 unitig 2 c12 t1pks ctg5 orfl601 KS1 2 3 95-96 296
BS824 CLUSTER 14 unitig 1 c27 t1pks ctg8 orf1598 KS1 2 3 95-96 296
CBS824 CLUSTER 13 unitig 1 c26 tlpks ctg8 orf1522 KS1 1 2 362
CBS567 CLUSTER 13 unitig 2 c11 t1pks ctg5 orfl524 KS1 1 2 362
NRRL8044 CLUSTER 13 unitig 34 c14 t1pks ctg2 orf679 KS1 1 4 392
CBS714 CLUSTER 13 unitig 1 c45 tlpks ctg7 orf1507 KS1 1 2 362
1671 CLUSTER 13 unitig 0 ¢36 t1pks ctg10 orf1512 KS1 1 2 362
31975 CLUSTER 13 unitig 0 c10 t1pks ctg3 orf1512 KS1 1 2 362
e 31975 CLUSTER C unitig 2 ¢29 tlpks ctg9 orf1537 KS1 1 10 426

31671 CLUSTER 43 unitig 22 c24 t1pks-nrps ctg5 orf570 KS1 1 2 320
BS714 CLUSTER 43 unitig 5 ¢39 t1pks-nrps ctg5 orf564 KS1 1 2 320

CBS824 CLUSTER 43 unitig 32 c15 t1pks-nrps ctg2 orf556 KS1 1 2 322
RRL8044 CLUSTER 43 unitig 43 c29 t1pks-nrps ctg13 orf632 KS1 1 2 322
CBS567 CLUSTER 43 unitig 4 c16 t1pks-nrps ctg8 orf554 KS1 1 2 322
1
31975 CLUSTER 43 unitig 45 c44 tlpks-nrps ctgl3 orf575 KS1 1 2 320

NRRL8044 CLUSTER E unitig 34 ¢16 t1pks ctg2 orf771 PKS KR PKS KS1 1 2 143
£31671 CLUSTER 27 unitig 1 c4 t1pks ctgl orf554 KS1 1 10 402

CBS567 CLUSTER D unitig 5 ¢36 t1pks ctgl5 orf27 KS1 1 12 437

CBS824 CLUSTER D unitig 5 ¢30 tlpks ctgl2 orf27 KS1 1 12 437

NRRL8044 CLUSTER 25 unitig 4 ¢39 t1pks ctg20 orf194 KS1 1 4 469

CBS714 CLUSTER 25 unitig 3 c3 t1pks ctgl orf194 KS1 1 4 469

31671 CLUSTER 25 unitig 1 c2 t1pks ctgl orf191 KS1 1 4 469

31975 CLUSTER 25 unitig 2 c24 t1pks ctg9 orf210 KS1 1 4 469

CBS567 CLUSTER 25 unitig 1 c20 tlpks ctgll orf226 KS1 1 21 480

CBS824 CLUSTER 25 unitig 3 c40 tlpks ctgl5 orf215 KS1 1 21 480

[CBS714 CLUSTER 27 unitig 3 ¢5 t1pks ctgl orf553 KS1 2 541 579-594 901
100

31671 CLUSTER 20 unitig 2 c31 t1pks ctg8 orf1238 KS2 2 185 393
31975 CLUSTER 20 unitig 49 c5 t1pks ctgl orf1232 KS1 1 2 393
CBS714 CLUSTER 20 unitig 2 ¢32 t1pks ctg4 orf1231 KS1 1 26 440
31671 CLUSTER 20 unitig 2 c31 tlpks ctg8 orf1238 KS1 2 10 183
CBS824 CLUSTER 20 unitig 4 c21 t1pks ctg5 orf1237 KS1 1 10 424
BS567 CLUSTER 20 unitig 3 c6 t1pks ctgl orf1233 KS1 1 10 424

NRRL8044 CLUSTER 20 unitig 3 c23 t1pks ctgl2 orf1220 KS1 1 10 424

Cm EGX88218.1 PKS KS1 1 17 452

Bb ADN43685.1 DmbS PKS KS1 1 18 453

Ao BAG82673.1 PKS KS1 15437

Af EED51183.1 PKS KS1 15437

f XP 002379959.2 PKS KS1 15 437

An ApdA AN8412 PKS KS1 15 441

Afisc XP 001258701.1 PKS KS1 1 1 352

Ao XP 001818816.2 PKS KS1 1 12 419

Afl XP 002380243.1 PKS KS1 112 441

1 5&0 BAE56814.1 PKS KS1 112 441

Ao XP 002843368.1 PKS KS1 15438

CBS567 CLUSTER 28 unitig 1 c22 t1pks-nrps ctg1l orf1325 KS1 1 5 438

BS824 CLUSTER 28 unitig 3 c42 t1pks-nrps ctgl5 orf1315 KS1 1 5 438

31975 CLUSTER 28 unitig 2 c26 t1pks-nrps ctg9 orf1284 KS1 1 5 438

1671 CLUSTER 28 unitig 1 c5 t1pks-nrps ctgl orf1278 KS1 1 5 438

NRRL8044 CLUSTER 28 unitig 4 c41 tlpks-nrps ctg20 orf1278 KS1 1 5 438

CBS714 CLUSTER 28 unitig 3 c6 tlpks-nrps ctgl orf1250 KS1 1 5 438
Afum ABS87601 psoA PKS KS1 1 11 445

Fv AAT28740.1 FUSS PKS KS1 1 12 441

31975 CLUSTER 29 unitig 2 c27 t1pks-nrps ctg9 orf1399 KS1 1 11 439

31671 CLUSTER 29 unitig 1 c6 t1pks-nrps ctgl orf1386 KS1 1 11 439

CBS714 CLUSTER 29 unitig 3 c7 t1pks-nrps ctgl orf1356 KS1 1 11 439
BS824 CLUSTER 29 unitig 3 c43 tlpks-nrps ctgl5 orf1423 KS1 1 11 412
RRL8044 CLUSTER 29 unitig 4 c42 t1pks-nrps ctg20 orf1389 KS1 1 11 412

CBS567 CLUSTER 29 unitig 1 c23 t1pks-nrps ctg11 orf1434 KS1 1 11 412

Pa XP 001905191.1 PKS KS1 1 10 442

1CBS824 CLUSTER D unitig 5 ¢30 t1pks ctgl2 orf5 KS2 2 1386 1510
IcBS567 CLUSTER D unitig 5 ¢36 tipks ctgl5 orf5 KS2 2 1386 1510

100

At QOC8M3.2 LNKS PKS KS1 1 11 448

Pc BAC20564.1 Mica PKS KS1 1 11 448

Ao XP 002850361.1 PKS KS1 1 8 439

CBS824 CLUSTER D unitig 5 c30 t1pks ctgl2 orf20 KS1 1 11 435
CBS567 CLUSTER D unitig 5 ¢36 t1pks ctgl5 orf20 KS1 1 11 435

31975 CLUSTER 45 unitig 46 c12 nrps ctg4 orfl7 KS1 3 12 157-155 248-249 293
CBS824 CLUSTER 45 unitig 41 ¢28 t1pks-nrps ctg9 orfl2 KS1 1 197 628
WeBS567 CLUSTER 45 unitig 4 c17 tlpks-nrps ctg8 orf718 KS1 1 197 628
CBS567 CLUSTER 38 unitig 5 c44 tlpks-nrps ctg15 orf1295 KS1 1 14 263
CBS824 CLUSTER 38 unitig 5 ¢38 t1pks-nrps ctgl2 orf1292 KS1 1 14 263
31671 CLUSTER B unitig 1 ¢8 t1pks-nrps ctgl orf1521 KS1 1 15 449
CBS567 CLUSTER 35 unitig 5 c41 tlpks-nrps ctgl5 orf724 KS1 1 8 444
RRL8044 CLUSTER 35 unitig 38 ¢34 t1pks-nrps ctgl6 orf682 KS1 1 8 444
CBS824 CLUSTER 35 unitig 5 ¢35 tlpks-nrps ctgl2 orf721 KS1 1 8 444
CBS714 CLUSTER 35 unitig 4 c13 t1pks-nrps ctg2 orf731 KS1 1 8 468
1975 CLUSTER 35 unitig 3 ¢18 t1pks-nrps ctg6 orf734 KS1 1 8 449

1671 CLUSTER 35 unitig 32 c44 t1pks-nrps ctgl3 orf639 KS1 1 8 449

XP 007671613.1 hypothetical protein BAUCODRAFT 62024 Baudoinia panamericana UAMH 10762 PKS KS1 1 361 791



