SUPLEMENTARY MATERIAL
Table S1. Proteins and organisms used to infer phylogenetic trees
	Protein
	Organism
	RefSeq
	mRNA
	Identity
	E-value

	
	 Aspergillus clavatus NRRL 1
	XP_001274125.1
	XM_001274124.1
	93%
	3e-176 

	
	 Aspergillus niger CBS 513.88
	XP_001391451.1
	XM_001391414.2
	90%
	4e-176 

	
	 Aspergillus oryzae RIB40
	XP_001824837.1
	XM_001824785.2
	88%
	8e-173 

	
	 Aspergillus terreus NIH2624
	XP_001215704.1
	XM_001215704.1
	87%
	3e-174 

	
	 Aspergillus nidulans FGSC A4
	XP_658737.1
	XM_653645.1
	87%
	7e-171 

	
	 Arabidopsis thaliana
	NP_567466.1
	NM_117636.3
	35%
	2e-38 

	
	 Aspergillus fumigatus Af293
	XP_753708.2
	XM_748615.2
	
	

	
	Blastomyces dermatitidis SLH14081
	XP_002628320.1
	XM_002628274.1
	79%
	2e-155 

	
	 Baudoinia compniacensis UAMH 10762
	XP_007681740.1
	XM_007683550.1
	74%
	7e-146 

	
	 Botrytis cinerea B05.10
	XP_001551993.1
	XM_001551943.1
	72%
	9e-142 

	
	 Coccidioides immitis RS
	XP_001242790.1
	XM_001242789.2
	75%
	3e-150 

	Bax
	 Capronia epimyces CBS 606.96
	XP_007731818.1
	XM_007733628.1
	75%
	9e-148 

	
	 Capronia coronata CBS 617.96
	XP_007727517.1
	XM_007729327.1
	75%
	1e-146 

	
	 Cladophialophora yegresii CBS 114405
	XP_007755407.1
	XM_007757217.1

	74%
	2e-145 

	
	 Cladophialophora carrionii CBS 160.54
	XP_008727754.1
	XM_008729532.1

	75%
	2e-146 

	
	 Coniosporium apollinis CBS 100218
	XP_007779856.1
	XM_007781666.1

	76%
	4e-153 

	
	 Drosophila ananassae
	XP_001959539.1
	XM_001959503.1
	39%
	3e-36 

	
	 Endocarpon pusillum Z07020
	XP_007805239.1
	XM_007807048.1
	76%
	6e-150 

	
	 Exophiala dermatitidis NIH/UT8656
	XP_009157892.1
	XM_009159644.1

	73%
	3e-143 

	
	 Eutypa lata UCREL1
	XP_007796173.1
	XM_007797982.1
	67%
	7e-133 

	
	 Glarea lozoyensis ATCC 20868
	XP_008076258.1
	XM_008078067.1
	73%
	2e-146 

	
	 Homo sapiens
	NP_057140.2
	NM_016056.3
	43%
	9e-55 

	
	 Marssonina brunnea f. sp. multigermtubi MB m1
	XP_007297241.1
	XM_007297179.1

	69%
	3e-140 

	
	 Metarhizium robertsii ARSEF 23
	XP_007826493.1
	XM_007828302.1
	69%
	6e-132 

	
	 Neosartorya fischeri NRRL 181
	XP_001259759.1
	XM_001259758.1
	98%
	0.0

	
	 Neofusicoccum parvum UCRNP2
	XP_007583147.1
	XM_007583085.1
	72%
	5e-138 

	
	 Paracoccidioides sp. lutzii Pb01
	XP_002793866.1
	XM_002793820.2
	75%
	4e-148 

	
	 Pseudocercospora fijiensis CIRAD86
	XP_007928888.1
	XM_007930697.1

	75%
	1e-145 

	
	 Talaromyces stipitatus ATCC 10500
	XP_002481552.1
	XM_002481507.1
	81%
	5e-164 

	
	 Talaromyces marneffei ATCC 18224
	XP_002147423.1
	XM_002147387.1

	81%
	3e-162 

	
	 Trichophyton rubrum CBS 118892
	XP_003235270.1
	XM_003235222.1

	71%
	4e-145 

	
	 Zymoseptoria tritici IPO323
	XP_003850711.1
	XM_003850663.1
	77%
	1e-149 

	
	 Aspergillus clavatus NRRL 1
	XP_001268852.1
	XM_001268851.1
	66%
	0.0

	
	 Aspergillus niger CBS 513.88
	XP_001389600.1
	XM_001389563.2
	52%
	0.0

	
	 Aspergillus oryzae RIB40
	XP_001727469.2
	XM_001727417.2
	54%
	0.0

	Bir
	 Aspergillus terreus NIH2624
	XP_001210694.1
	XM_001210694.1
	64%
	4e-160 

	
	 Aspergillus nidulans FGSC A4
	XP_658319.1
	XM_653227.1
	55%
	6e-154 

	
	Aspergillus flavus NRRL3357
	XP_002375740.1
	XM_002375699.1
	54%
	0.0

	
	 Aspergillus fumigatus Af293
	XP_752777.1
	XM_747684.1
	
	

	
	 Arthroderma otae CBS 113480
	XP_002850273.1
	XM_002850227.1
	42%
	2e-78 

	
	Blastomyces dermatitidis SLH14081
	XP_002626855.1
	XM_002626809.1

	46%
	7e-87 

	
	 Coccidioides immitis RS
	XP_001243919.1
	XM_001243918.1
	49%
	1e-111 

	
	 Coccidioides posadasii C735 delta SOWgp
	XP_003068821.1
	XM_003068775.1

	49%
	3e-111 

	
	 Capronia epimyces CBS 606.96
	XP_007734925.1
	XM_007736735.1
	50%
	4e-72 

	
	 Capronia coronata CBS 617.96
	XP_007723893.1
	XM_007725703.1
	53%
	2e-71 

	
	 Cladophialophora yegresii CBS 114405
	XP_007760062.1
	XM_007761872.1

	51%
	5e-72 

	
	Cordyceps militaris CM01
	XP_006666094.1
	XM_006666031.1
	38%
	7e-71 

	
	Drosophila melanogaster
	NP_650608.1
	NM_142351.4
	31%
	1e-12 

	
	 Endocarpon pusillum Z07020
	XP_007799933.1
	XM_007801742.1
	35%
	2e-121 

	
	Exophiala dermatitidis NIH/UT8656
	XP_009154197.1
	XM_009155949.1

	51%
	6e-74 

	
	 Glarea lozoyensis ATCC 20868
	XP_008081683.1
	XM_008083492.1
	48%
	5e-68 

	
	 Homo sapiens
	NP_001156.1
	NM_001165.4
	31%
	2e-12 

	
	Moniliophthora roreri MCA 2997
	XP_007855883.1
	XM_007857692.1
	36%
	6e-31 

	
	Metarhizium robertsii ARSEF 23
	XP_007822490.1
	XM_007824299.1
	39%
	2e-66 

	
	Metarhizium acridum CQMa 102
	XP_007807619.1
	XM_007809428.1
	36%
	6e-56 

	
	 Neosartorya fischeri NRRL 181
	XP_001264349.1
	XM_001264348.1
	93%
	0.0

	
	 Neofusicoccum parvum UCRNP2
	XP_007579374.1
	XM_007579312.1
	44%
	2e-61 

	
	Neurospora crassa OR74A
	XP_002796294.1
	XM_002796248.1
	50%
	8e-119 

	
	Paracoccidioides brasiliensis Pb18
	XP_010756003.1
	XM_010757701.1

	51%
	2e-120 

	
	 Pyrenophora tritici-repentis Pt-1C-BFP
	XP_001932825.1
	XM_001932790.1

	35%
	3e-45 

	
	 Schizosaccharomyces pombe 972h-
	NP_587866.3
	NM_001022859.3

	38%
	6e-33 

	
	Trichophyton rubrum CBS 118892
	XP_003231834.1
	XM_003231786.1
	46%
	2e-101 

	
	 Aspergillus clavatus NRRL 1
	XP_001268418.1
	XM_001268417.1
	92%
	0.0

	
	 Aspergillus niger CBS 513.88
	XP_001392979.2
	XM_001392942.2
	89%
	0.0

	
	 Aspergillus oryzae RIB40
	XP_001826895.2
	XM_001826843.2
	89%
	0.0

	Nma111
	Aspergillus flavus NRRL3357
	XP_002385154.1
	XM_002385113.1
	89%
	0.0

	
	 Arabidopsis thaliana
	NP_566204.2
	NM_111209.3
	45%
	2e-109 

	
	 Aspergillus fumigatus Af293
	XP_751241.1
	XM_746148.1
	
	

	
	 Blastomyces dermatitidis SLH14081
	XP_002620791.1
	XM_002620745.1

	80%
	0.0

	
	 Candida orthopsilosis Co 90-125
	XP_003868239.1
	XM_003868191.1
	47%
	0.0

	
	 Capronia coronata CBS 617.96
	XP_007722427.1
	XM_007724237.1
	76%
	0.0

	
	 Cladophialophora yegresii CBS 114405
	XP_007760162.1
	XM_007761972.1

	74%
	0.0

	
	 Cladophialophora psammophila CBS 110553
	XP_007747734.1
	XM_007749544.1

	75%
	0.0

	
	 Cladophialophora carrionii CBS 160.54
	XP_008724734.1
	XM_008726512.1

	75%
	0.0

	
	 Coniosporium apollinis CBS 100218
	XP_007780784.1
	XM_007782594.1

	68%
	0.0

	
	Cordyceps militaris CM01
	XP_006670562.1
	XM_006670499.1
	63%
	0.0

	
	 Chaetomium thermophilum var. thermophilum DSM 1495
	XP_006694339.1
	XM_006694276.1

	67%
	0.0

	
	Drosophila persimilis
	XP_002023569.1
	XM_002023533.1
	26%
	5e-11 

	
	Endocarpon pusillum Z07020
	XP_007802464.1
	XM_007804273.1
	79%
	0.0

	
	 Eutypa lata UCREL1
	XP_007797973.1
	XM_007799782.1
	66%
	0.0

	
	 Homo sapiens
	NP_002766.1
	NM_002775.4
	24%
	6e-09 

	
	Metarhizium acridum CQMa 102
	XP_007807032.1
	XM_007808841.1
	65%
	0.0

	
	 Neosartorya fischeri NRRL 181
	XP_001258503.1
	XM_001258502.1
	98%
	0.0

	
	 Neofusicoccum parvum UCRNP2
	XP_007582627.1
	XM_007582565.1
	68%
	0.0

	
	Paracoccidioides brasiliensis Pb18
	XP_010761693.1
	XM_010763391.1

	79%
	0.0

	
	Pyrenophora tritici-repentis Pt-1C-BFP
	XP_001941974.1
	XM_001941939.1

	66%
	0.0

	
	Pestalotiopsis fici W106-1
	XP_007831804.1
	XM_007833613.1
	66%
	0.0

	
	 Schizosaccharomyces pombe 972h-
	NP_593112.1
	NM_001018509.2

	51%
	0.0

	
	Schizosaccharomyces japonicus yFS275
	XP_002172005.1
	XM_002171969.2

	52%
	0.0

	
	Saccharomyces cerevisiae S288c
	NP_014276.1
	NM_001182961.1
	51%
	0.0

	
	 Talaromyces stipitatus ATCC 10500
	XP_002478086.1
	XM_002478041.1

	82%
	0.0

	
	 Talaromyces marneffei ATCC 18224
	XP_002145821.1
	XM_002145785.1

	82%
	0.0

	
	 Trichophyton rubrum CBS 118892
	XP_003239488.1
	XM_003239440.1

	75%
	0.0

	
	Wickerhamomyces ciferrii
	XP_011277177.1
	XM_011278875.1
	52%
	0.0

	
	 Aspergillus clavatus NRRL 1
	XP_001269487.1
	XM_001269486.1
	95%
	0.0

	
	 Aspergillus niger CBS 513.88
	XP_001399027.2
	XM_001398990.2
	90%
	0.0

	
	 Aspergillus oryzae RIB40
	XP_001818986.2
	XM_001818934.2
	87%
	0.0

	
	Aspergillus flavus NRRL3357
	XP_002381967.1
	XM_002381926.1
	87%
	0.0

	
	 Arabidopsis thaliana
	NP_171719.2
	NM_100097.5
	37%
	5e-49 

	
	 Aspergillus fumigatus Af293
	XP_750419.2
	XM_745326.2
	
	

	
	 Arthroderma otae CBS 113480
	XP_002850346.1
	XM_002850300.1
	88%
	0.0

	
	 Blastomyces dermatitidis SLH14081
	XP_002627875.1
	XM_002627829.1

	89%
	0.0

	
	Cyphellophora europaea CBS 101466
	XP_008714829.1
	XM_008716607.1

	87%
	0.0

	Pca1
	 Coccidioides posadasii C735 delta SOWgp
	XP_003068347.1
	XM_003068301.1

	87%
	0.0

	
	 Colletotrichum gloeosporioides Nara gc5
	XP_007275864.1
	XM_007275802.1

	79%
	1e-177 

	
	 Capronia coronata CBS 617.96
	XP_007722254.1
	XM_007724064.1
	85%
	0.0

	
	 Cladophialophora yegresii CBS 114405
	XP_007756517.1
	XM_007758327.1

	85%
	0.0

	
	Cladophialophora carrionii CBS 160.54
	XP_008726946.1
	XM_008728724.1

	85%
	0.0

	
	 Exophiala dermatitidis NIH/UT8656
	XP_009159197.1
	XM_009160949.1

	85%
	0.0

	
	Gaeumannomyces graminis var. tritici R3-111a-1
	XP_009221263.1
	XM_009222999.1

	75%
	0.0

	
	Histoplasma capsulatum NAm1
	XP_001540059.1
	XM_001540009.1
	86%
	0.0

	
	Magnaporthe oryzae 70-15
	XP_003716368.1
	XM_003716320.1
	80%
	0.0

	
	 Marssonina brunnea f. sp. multigermtubi MB m1
	XP_007296832.1
	XM_007296770.1

	75%
	0.0

	
	 Metarhizium acridum CQMa 102
	XP_007810759.1
	XM_007812568.1
	76%
	7e-169 

	
	 Microsporum gypseum CBS 118893
	XP_003177433.1
	XM_003177385.1

	85%
	0.0

	
	 Neosartorya fischeri NRRL 181
	XP_001264994.1
	XM_001264993.1
	96%
	0.0

	
	Neurospora crassa OR74A
	XP_959720.2
	XM_954627.2
	78%
	0.0

	
	Paracoccidioides brasiliensis Pb18
	XP_010763535.1
	XM_010765233.1

	84%
	0.0

	
	 Pyrenophora tritici-repentis Pt-1C-BFP
	XP_001936715.1
	XM_001936680.1

	81%
	0.0

	
	Pestalotiopsis fici W106-1
	XP_007830309.1
	XM_007832118.1
	79%
	0.0

	
	Schizosaccharomyces pombe 972h-
	NP_588503.1
	NM_001023493.2

	57%
	2e-130 

	
	Sordaria macrospora k-hell
	XP_003344347.1
	XM_003344299.1
	78%
	0.0

	
	Saccharomyces cerevisiae S288c
	NP_014840.4
	NM_001183616.3
	58%
	1e-122 

	
	 Talaromyces stipitatus ATCC 10500
	XP_002341251.1
	XM_002341210.1

	88%
	0.0

	
	 Talaromyces marneffei ATCC 18224
	XP_002144299.1
	XM_002144263.1

	88%
	0.0

	
	 Trichophyton rubrum CBS 118892
	XP_003231758.1
	XM_003231710.1

	86%
	0.0

	
	Verticillium dahliae VdLs.17
	XP_009656723.1
	XM_009658428.1

	80%
	0.0

	
	 Aspergillus niger CBS 513.88
	XP_001399390.2
	XM_001399353.2
	71%
	2e-156 

	Rad9
	 Aspergillus oryzae RIB40
	XP_003190795.1
	XM_003190747.1
	72%
	5e-147 

	
	 Aspergillus clavatus NRRL 1
	XP_001275365.1
	XM_001275364.1
	75%
	1e-163 

	
	Aspergillus flavus NRRL3357
	XP_002377853.1
	XM_002377812.1
	72%
	3e-147 

	
	 Arabidopsis thaliana
	NP_001189815.1
	NM_001202886.1
	21%
	2e-12 

	
	 Aspergillus fumigatus Af293
	XP_755404.1
	XM_750311.1
	
	

	
	 Arthroderma otae CBS 113480
	XP_002850560.1
	XM_002850514.1
	48%
	3e-87 

	
	 Beauveria bassiana ARSEF 2860
	XP_008597049.1
	XM_008598827.1
	34%
	8e-51 

	
	Blastomyces gilchristii SLH14081
	XP_002620413.1
	XM_002620367.1
	49%
	3e-91 

	
	 Coccidioides immitis RS
	XP_001240739.2
	XM_001240738.2
	50%
	3e-91 

	
	 Coccidioides posadasii C735 delta SOWgp
	XP_003067827.1
	XM_003067781.1

	47%
	8e-88 

	
	 Colletotrichum gloeosporioides Nara gc5
	XP_007276786.1
	XM_007276724.1

	31%
	2e-40 

	
	Cordyceps militaris CM01
	XP_006674665.1
	XM_006674602.1
	32%
	1e-44 

	
	Drosophila melanogaster
	NP_001097639.2
	NM_001104169.3
	
	

	
	Eutypa lata UCREL1
	XP_007790097.1
	XM_007791906.1
	36%
	2e-39 

	
	 Homo sapiens
	NP_004575.1
	NM_004584.2
	27%
	2e-26 

	
	 Marssonina brunnea f. sp. multigermtubi MB m1
	XP_007294933.1
	XM_007294871.1

	42%
	7e-66 

	
	 Metarhizium robertsii ARSEF 23
	XP_007818691.2
	XM_007820500.2
	33%
	3e-45 

	
	 Metarhizium acridum CQMa 102
	XP_007808007.1
	XM_007809816.1
	33%
	6e-47 

	
	 Microsporum gypseum CBS 118893
	XP_003177221.1
	XM_003177173.1

	49%
	2e-86 

	
	 Neofusicoccum parvum UCRNP2
	XP_007583443.1
	XM_007583381.1
	36%
	1e-47 

	
	Neurospora crassa OR74A
	XP_011393857.1
	XM_011395555.1
	71%
	5e-151 

	
	 Pyrenophora tritici-repentis Pt-1C-BFP
	XP_001938920.1
	XM_001938885.1

	39%
	1e-58 

	
	Rasamsonia emersonii CBS 393.64
	XP_013331110.1
	XM_013475656.1

	58%
	3e-111 

	
	 Schizosaccharomyces pombe 972h-
	CAA46693.1
	X65864.1

	30%
	3e-37 

	
	 Schizosaccharomyces octosporus yFS286
	XP_013019950.1
	XM_013164496.1

	34%
	1e-31 

	
	 Talaromyces stipitatus ATCC 10500
	XP_002481009.1
	XM_002480964.1

	52%
	2e-90 

	
	 Talaromyces marneffei ATCC 18224
	XP_002151995.1
	XM_002151959.1

	52%
	3e-93 

	
	 Trichophyton rubrum CBS 118892
	XP_003238214.1
	XM_003238166.1

	51%
	6e-90 


Figure S1. Positive selections operating in each codon of Bax, by Selecton algorithm
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Figure S2. Positive selections operating in each codon of Bir by Selecton algorithm
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Figure S3. Positive selections operating in each codon of Nma111 by Selecton algorithm
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Figure S4. Positive selections operating in each codon of Pca1 by Selecton algorithm
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Figure S5. Positive selections operating in each codon of Rad9 by Selecton algorithm
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