
Cocvi1|86149|e_gw1.4.554.1/372−620

Capcor1|2714|A1O1_02207T0/368−616
Capse1|362177|PV04_04499T0/368−616

Claba1|130167|Z519_08474T0/368−616
Beaba1|6613|BBA_06613m.01/376−624

Micca1|8754|MCYG_08535T0/314−562
Cocvi1|24924|gm1.3528_g/372−620

Aspnid1|1666|AN8209/378−626

Cocvi1|28225|gm1.6829_g/4−253

Beaba1|3810|BBA_03810m.01/6−256

Aspnid1|3097|AN7084/18−269

Triat2|45973|Triat1.e_gw1.9.574.1/18−264

Cocvi1|31971|gm1.10575_g/55−305
Beaba1|7420|BBA_07420m.01/14−230

Cocvi1|40387|fgenesh1_pm.83_#_31/2−249

Cocvi1|113947|e_gw1.156.36.1/12−258

Aspnid1|3795|AN6431/29−275

Cocvi1|34522|fgenesh1_pm.11_#_136/2−211
Beaba1|1841|BBA_01841m.01/10−257

Aspnid1|6873|AN9005/63−308
Micca1|7986|MCYG_07786T0/47−292

Triat2|83179|Triat1.fgenesh1_pm.C_scaffold_15000012/10−237

Capse1|362197|PV04_04519T0/36−285
Aspnid1|2561|AN3612/26−275

Beaba1|3616|BBA_03616m.01/35−281
Cocvi1|101441|e_gw1.51.181.1/74−321

Beaba1|4374|BBA_04374m.01/53−301
Aspnid1|6980|AN8910/20−266

Triat2|32458|Triat1.e_gw1.1.952.1/33−281

Claba1|137782|Z519_04309T0/11−260

Aspnid1|7468|AN1784/10−259

Micca1|8785|MCYG_08566T0/4−257

Capse1|361623|PV04_03983T0/355−604

Aspnid1|5674|AN1036/14−237
Micca1|4555|MCYG_04404T0/12−261

Micca1|7683|MCYG_07487T0/54−303
Triat2|134224|Triat1.estExt_fgenesh1_pg.C_200005/9−258

Triat2|217234|estExt_Genewise1Plus.C_contig_210166/3−252

Cocvi1|86407|e_gw1.5.314.1/14−262
Cocvi1|28634|gm1.7238_g/22−272

Triat2|267549|fgenesh1_pm.contig_27_#_546/1−210

Triat2|51909|Triat1.e_gw1.15.5.1/1−252
Beaba1|9745|BBA_09745m.01/1−252

Beaba1|10302|BBA_10302m.01/6−253

Beaba1|1010|BBA_01010m.01/6−256
Triat2|33092|Triat1.e_gw1.2.546.1/15−265

Cocvi1|29158|gm1.7762_g/26−277

Micca1|4698|MCYG_04545T0/1−37
Aspnid1|8432|AN11191/50−298

Micca1|7916|MCYG_07715T0/4−253
Aspnid1|3717|AN12331/6−253

Beaba1|8219|BBA_08219m.01/30−279

Triat2|229437|estExt_Genewise1Plus.C_contig_273329/19−268

Triat2|224288|estExt_Genewise1Plus.C_contig_260320/8−257

Triat2|45540|Triat1.e_gw1.9.578.1/1−243

Cocvi1|110944|e_gw1.116.3.1/212−457

Micca1|7662|MCYG_07466T0/391−632
Aspnid1|9675|AN8383/381−622

Aspnid1|1584|AN12440/13−202

Aspnid1|8707|AN3386/403−645
Micca1|4034|MCYG_03900T0/394−633

Aspnid1|6226|AN0523/390−632

Triat2|309813|Genemark.6699_g/386−625

Cocvi1|19904|fgenesh1_pg.123_#_14/376−627

Aspnid1|1325|AN7903/384−625

Aspnid1|7741|AN2032/406−654
Aspnid1|8877|AN3230/363−598

Capcor1|5005|A1O1_04517T0/393−633

Aspnid1|3776|AN6448/382−625

Beaba1|8179|BBA_08179m.01/382−627

Aspnid1|1331|AN7909/350−603
Aspnid1|3112|AN7071/419−667

Micca1|4594|MCYG_04442T0/418−666
Micca1|3725|MCYG_03598T0/395−643

Aspnid1|4290|AN6000/394−642

Cocvi1|27786|gm1.6390_g/390−639
Triat2|80219|Triat1.fgenesh1_pm.C_scaffold_5000038/412−662

Aspnid1|6652|AN0150/418−668

Fomme1|77968|e_gw1.3.805.1/1−164

Fomme1|112677|estExt_Genewise1Plus.C_11_t10079/7−257

Glotr1_1|112049|estExt_fgenesh1_kg.C_000120110/3230−3442
Pilcr1|6456|gm1.6456_g/3217−3432

Gymlu1|238849|gm1.4059_g/3230−3441
Pisti1|991868|fgenesh1_kg.1_#_685_#_Locus857v1rpkm209.56/3224−3435

Micld1|5908|MVLG_04898T0/2046−2256
Fibra1|7182|FIBRA_01337m.01/3886−4096

Lacbi2|296983|Lacbi1.eu2.Lbscf0011g01400/3228−3441

Fomme1|17335|fgenesh1_kg.2_#_417_#_isotig01908/3225−3435

Acain1|297659|MIX7943_870_96/4−248
Fibra1|4123|FIBRA_04328m.01/9−254

Gymlu1|1022793|MIX51023_21_22/8−252

Fomme1|22650|fgenesh1_kg.10_#_230_#_isotig00466/13−257

Fibra1|8772|FIBRA_06840m.01/8−253

Glotr1_1|80525|estExt_Genewise1Plus.C_00013_t20012/2−182
Fibra1|8019|FIBRA_00274m.01/9−253

Fibra1|343|FIBRA_02196m.01/9−271

Glotr1_1|103847|fgenesh1_pm.00003_#_74/8−253
Glotr1_1|140669|estExt_Genemark1.C_000130291/8−254

Fibra1|1157|FIBRA_07463m.01/11−254

Glotr1_1|91951|fgenesh1_pg.00003_#_604/5−250
Gymlu1|225393|estExt_Genewise1Plus.C_240225/8−249

Gymlu1|259624|estExt_Genemark1.C_160090/12−257
Gymlu1|259622|estExt_Genemark1.C_160084/12−257

Pisti1|295149|CE122256_12373/6−249
Pilcr1|828735|fgenesh1_kg.00103_#_8_#_Locus5727v1rpkm33.49/6−249

Pilcr1|615431|CE515931_5078/19−105
Fibra1|988|FIBRA_02483m.01/71−254

Gymlu1|57656|fgenesh1_pg.16_#_141/22−249
Gymlu1|41077|fgenesh1_kg.16_#_105_#_Locus8070v1rpkm13.64/16−257

Fibra1|8798|FIBRA_08364m.01/24−269
Fibra1|8636|FIBRA_06771m.01/24−266

Fibra1|8603|FIBRA_06738m.01/30−278
Pilcr1|615431|CE515931_5078/112−219

Gymlu1|203016|estExt_Genewise1.C_400041/1−239

Glotr1_1|116317|estExt_fgenesh1_pm.C_000080001/407−655

Pilcr1|723185|CE623685_1153/395−643
Gymlu1|64817|fgenesh1_pg.115_#_10/392−640

Gymlu1|77654|fgenesh1_pm.88_#_8/400−646

Lacbi2|244979|Lacbi1.e_gww1.3.527.1/399−645
Lacbi2|475034|fgenesh1_kg.LG_10_#_77_#_244979/399−645

Fibra1|245|FIBRA_02128m.01/323−570
Fomme1|144436|estExt_fgenesh1_pg.C_2_t10029/497−757

Pilcr1|339827|CE240327_14930/17−275
Pilcr1|86849|fgenesh1_pg.00015_#_75/17−275

Spipu1|1940|SPPG_06627T0/3200−3409

Spipu1|4074|SPPG_08922T0/8−248

Lobtra1|418365|estExt_Genemark1.C_20197/3445−3653
Mormul1|501643|gm1.3707_g/3442−3650

Morve1|9736|MVEG_06358T0/3438−3646
Morhum1|366717|e_gw1.52.61.1/3201−3409

Spoumb1|560469|gm1.8584_g/3141−3350
Radspe1|609974|gm1.920_g/3225−3434

Absrep1|448669|estExt_Genemark1.C_6_t10153/3228−3437
Cirumb1|575955|gm1.13129_g/3221−3431

Fenlin1|666674|gm1.4780_g/3227−3437
Phaart1|558207|gm1.4358_g/3221−3431

Synrac1|515153|gm1.5817_g/3223−3433

Cunech1|250215|estExt_Genemark1.C_5180003/2655−2864
Gonbut1|364589|estExt_Genemark1.C_50161/3227−3436

Pilumb1|847126|gm1.1671_g/3223−3432
Cokrec1|550353|gm1.3191_g/3225−3434

Parpar1|442354|estExt_Genemark1.C_300016/3223−3432
Mucci2|183529|estExt_Genemark1.C_030639/3222−3431

Blatri1|451349|estExt_Genemark1.C_1390013/3221−3430
Gilper1|477080|e_gw1.44.207.1/3222−3431

Pilano1|446390|gm1.8046_g/3226−3435
Bacci1|207987|estExt_Genewise1.C_80113/3224−3434

Zyghet1|584126|estExt_Genemark1.C_250035/2945−3155
Kircor1|47711|CE47710_3411/3226−3432

Kircor1|408959|gm1.10342_g/3219−3428
Mycafr1|960422|estExt_Genewise1.C_8_t10203/3228−3437

Rhimi_ATCC11559_1|264774|gm1.5512_g/3154−3363
Rhimi_ATCC52814_1|122409|CE122408_35219/3150−3359
Rhimi1_1|293980|estExt_Genemark1.C_150190/3150−3359
Rhich1|13859|A13908/3150−3359

Rhior3|2378|RO3G_16170/3157−3366

Sakvas1|2722|SVAS_02614−R0/3235−3444

Hesve2finisherSC|1332901|fgenesh1_kg.5_#_49_#_Locus1500v1rpkm128.62/3205−3414

Spifus1|1996619|estExt_Genemark1.C_380064/3228−3436
Phybl2|182689|estExt_Genemark1.C_200193/3244−3451

Kircor1|441089|MIX4055_518_33/3318−3527
Bacci1|315358|MIX15630_62_23/3404−3613

Cokrec1|556866|estExt_Genemark1.C_1_t10124/3406−3615
Mycafr1|910341|gm1.1742_g/3405−3613

Lichy1|203878|estExt_Genemark1.C_120082/3407−3618
Dicele1|2029171|gm1.7351_g/3414−3624

Liccor1|10208|LCOR_09269.1/3491−3702

Mucci2|72770|Mucci1.fgeneshMC_pm.3_#_69/3184−3394
Parpar1|486736|estExt_fgenesh1_pg.C_1660011/3441−3651

Anasp1|289077|estExt_Genemark1.C_50031/95−355
PirE2_1|47821|e_gw1.431.3.1/1−221

Pirfi3|413919|estExt_fgenesh1_pg.C_340033/94−356
Anasp1|204091|e_gw1.127.5.1/1−35
PirE2_1|48070|e_gw1.468.2.1/16−242

Orpsp1_1|1176329|evm.model.c7180000057214.1/98−357
Pirfi3|342883|estExt_Genewise1Plus.C_3_t10423/97−356

PirE2_1|38102|e_gw1.11.55.1/3169−3378
Pirfi3|83739|CE83738_4742/3428−3637

Anasp1|212224|e_gw1.483.1.1/3165−3371
PirE2_1|65122|fgenesh1_pg.674_#_1/3428−3637

Pirfi3|99854|CE99853_24793/3426−3635

Anasp1|245209|fgenesh1_pg.129_#_8/3439−3649

Pirfi3|411080|estExt_fgenesh1_pg.C_130033/464−709
Anasp1|248107|fgenesh1_pg.258_#_7/464−709

Pirfi3|412264|estExt_fgenesh1_pg.C_200155/403−648
PirE2_1|43654|e_gw1.162.24.1/38−283

Orpsp1_1|1179448|evm.model.c7180000069397.1/337−582

Pirfi3|316229|estExt_Genewise1.C_2_t20008/424−671
Pirfi3|414372|estExt_fgenesh1_pg.C_380041/453−698
Anasp1|228921|estExt_Genewise1Plus.C_210074/466−711

Linpe1|323941|estExt_Genemark1.C_100264/2972−3161
Coespi1|262181|estExt_Genemark1.C_60139/3117−3330

Linpe1|260720|fgenesh1_pg.20_#_66/2671−2836
Linpe1|318839|MIX20292_382_7/3056−3265

Kicala1|181839|fgenesh1_kg.10_#_86_#_TRINITY_DN4809_c1_g1_i1/3240−3446
SmiculW2_1|9994|AYI69_g10983T0/3163−3373

SmicuMNP_2|10924|AYI70_g12389T0/3181−3391
Smimuc2|2964|AYI68_g5017T0/3243−3453
SmiculW2_1|6919|AYI69_g8743T0/3244−3454
SmicuMNP_2|58|AYI70_g3496T0/3244−3454

Coespi1|206379|estExt_Genewise1.C_170017/2981−3188

Linpe1|287500|estExt_fgenesh1_pg.C_480004/3023−3227
Linpe1|231449|estExt_Genewise1.C_1_t10271/3115−3322

Linpe1|287208|estExt_fgenesh1_pg.C_360002/3109−3329
Linpe1|265360|fgenesh1_kg.2_#_534_#_Locus4571v1rpkm24.05/3091−3321

Linpe1|299083|MIX536_14494_79/3101−3313

Linpe1|286290|estExt_fgenesh1_pg.C_150145/3047−3254

Marpt1|321606|MIX2541_636_43/2608−2817

Linpe1|227343|e_gw1.22.45.1/3062−3270
Linpe1|286800|estExt_fgenesh1_pg.C_220001/3048−3257

Linpe1|294103|gm1.4798_g/2676−2883
Linpe1|297889|gm1.8584_g/1779−1986

Linpe1|322164|estExt_Genemark1.C_50255/2904−3136

Coemoj1|481414|estExt_Genewise1.C_110112/3131−3337
Coere1|10860|gm1.5569_g/3418−3623

Coespi1|263696|estExt_Genemark1.C_100195/3172−3382

Smimuc2|1725|AYI68_g4020T0/3239−3441
Smimuc2|4805|AYI68_g1254T0/3020−3220

Rambr1|161542|fgenesh1_kg.71_#_20_#_Locus2060v1rpkm73.59/3306−3515
Conth1|307023|estExt_Genewise1.C_1540017/3237−3446

Basme2finSC|290138|estExt_Genewise1Plus.C_4940045/3217−3425

Coespi1|250152|gm1.856_g/3216−3420
Coemoj1|470808|e_gw1.8.201.1/3222−3429

Linpe1|316851|MIX18304_28759_88/3106−3315
Coere1|45909|e_gw1.27.23.1/3161−3369

Marpt1|336614|estExt_fgenesh1_pg.C_10001/1892−2101
Kicala1|185238|fgenesh1_kg.17_#_350_#_TRINITY_DN1405_c0_g3_i1/1857−2068

Coespi1|202018|estExt_Genewise1.C_7_t10492/3036−3243

Coespi1|250343|gm1.1047_g/3152−3362
Coespi1|198629|estExt_Genewise1.C_3_t10103/3166−3376

Coespi1|187753|e_gw1.3.418.1/3169−3376
Coespi1|249391|gm1.95_g/3160−3370

Coespi1|213867|estExt_Genewise1Plus.C_100068/3168−3377

Coespi1|19903|CE19902_1923/3172−3382
Coemoj1|365482|CE365481_18166/3086−3295

Coemoj1|521378|MIX2514_694_10/3022−3228
Coemoj1|474831|e_gw1.31.22.1/2986−3192
Coemoj1|539451|estExt_fgenesh1_pg.C_120184/3102−3308

Coere1|67958|estExt_Genewise1.C_930009/3006−3207
Coere1|36747|e_gw1.1.227.1/3117−3326

Coere1|47266|e_gw1.34.41.1/3124−3332
Coere1|103271|estExt_fgenesh1_pm.C_270024/2994−3196

Marpt1|336614|estExt_fgenesh1_pg.C_10001/2665−2872
Marpt1|320354|MIX1289_1534_42/2538−2744

Marpt1|30255|CE30254_8254/3109−3319

Marpt1|255713|e_gw1.14.159.1/3092−3299

Basme2finSC|237744|e_gw1.562.10.1/7−256
Basme2finSC|292783|estExt_Genewise1Plus.C_7070003/7−256
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Colletotrichum_lagenarium_PKS1

Monascus_purpureus_PKS1

Botrytis_fuckeliana_PKS13

Cochliobolus_heterostrophus_PKS18

Aspergillus_terreus_at4

Gibberella_moniliformis_PKS3_CAC88775
Gibberella_moniliformis_PKS3

Aspergillus_parasiticus_pksL1
Aspergillus_nidulans_pksST

Aspergillus_fumigatus_alb1

Aspergillus_nidulans_wA

Gibberella_moniliformis_PKS4_CAC92399
Gibberella_moniliformis_PKS4

Gibberella_zeae_PK12

N168_04958/89−172

Streptomyces_avermitilis_pks9
Streptomyces_coelicolor_act

Neurospora_crassa_3_oxoacyl_ACP_synthetase
Homo_sapiens_3_oxoacyl_ACP_synth
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Sorangium_cellulosum_epoC_mod2
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Supplementary Figure 4. Maximum likelihood tree reconstruction using PKS KS-domains from Zoopagomycota and Mucoromycota genomes.  The maximum likelihood phylogenetic was reconstructed using 
the KS-domains from Kroken et al. (2013) and the KS domains predicted for all genomes used in this report. Numbers above each branch represent bootstrap values after 1,000 replicates when support is 
greater than 50%. Cluster names represent the groups assigned to each KS-domain clade.


