Supplementary Material S6. Alignment details and comparison of MP, ML analyses results of each phylogenetic trees constructed in Section Foeniculina. 
	Character
	D. anacardii 
(Fig. 9)
	D. biconispora
(Fig. 11)
	D. foeniculina 
(Fig. 13)
	D. hickoriae species complex (Fig. 15)
	D. hongkongensis 
(Fig. 17)
	D. pterocarpi 
(Fig. 19)

	Outgroup taxon
	D. isoberliniae (CPC 22549)
	D. undulata (CGMCC 3.18293)
	D. forlicesenica (MFLUCC 17-1015)
	D. stictica (CBS 370.54)
	D. xishuangbanica (CGMCC 3.18282)
	D. isoberliniae (CPC 22549)

	MP
	Total number of characters
	2163
	2222
	2142
	2546
	2186
	2152

	
	Constant characters
	1980
	1923
	2026
	1995
	1967
	1991

	
	Parsimony uninformative characters
	86
	198
	81
	246
	113
	96

	
	Parsimony informative characters
	97
	101
	35
	305
	106
	65

	
	Number of parsimonious tress obtained
	3
	12
	1000
	6
	2
	1

	
	Tree length (TL)
	234
	384
	142
	813
	283
	204

	
	(CI)
	0.821
	0.833
	0.880
	0.798
	0.799
	0.833

	
	(RI)
	0.852
	0.706
	0.870
	0.874
	0.762
	0.834

	
	(RC)
	0.699
	0.589
	0.766
	0.698
	0.608
	0.695

	
	(HI)
	0.179
	0.167
	0.120
	0.202
	0.201
	0.167

	ML
	Final likelihood value
	-4298.931783
	-5255.809000
	-3758.690613
	-8188.548370
	-5190.394225
	-4246.123179

	
	Number of distinct alignment patterns
	234
	352
	176
	632
	309
	252

	
	% of undetermined characters or gaps
	27.83%
	41.49%
	44.88%
	38.76%
	44.16%
	27.79%

	
	Base frequencies
	A
	0.219439
	0.220454
	0.220112
	0.214940
	0.218382
	0.217667

	
	
	C
	0.319112
	0.320264
	0.330806
	0.332072
	0.327695
	0.319799

	
	
	G
	0.234211
	0.235621
	0.231069
	0.235661
	0.237558
	0.239226

	
	
	T
	0.227239
	0.223660
	0.218013
	0.217326
	0.216364
	0.223308

	
	Substitution rates
	AC
	1.077731
	1.505231
	1.886072
	0.954690
	1.089693
	0.859234

	
	
	AG
	3.488832
	3.982003
	2.098790
	2.872818
	2.813836
	2.249136

	
	
	AT
	1.298962
	1.849044
	0.988177
	1.097418
	1.146026
	1.212217

	
	
	CG
	0.591934
	0.898514
	0.657099
	0.512062
	0.669408
	0.631803

	
	
	CT
	6.659218
	5.661339
	4.861647
	3.441529
	3.846739
	2.578101

	
	
	GT
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000

	
	Gamma distribution rate (alpha)
	0.020000
	0.130844
	0.020000
	0.240698
	0.020000
	0.020000

	Tree base ID
	30384
	30385
	30386
	30387
	30388
	30389

	Reviewer access URL
	http://purl.org/phylo/treebase/phylows/study/TB2:S30384?x-access-code=7191d8d52fc110f3998e434b30a6dc37&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30385?x-access-code=edcf27d5f6774f1e7d04a3308d293ccf&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30386?x-access-code=8f07e32ba9f2696feeb90d45a8a574a9&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30387?x-access-code=b91be52e667eb27191747402d146b1e9&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30388?x-access-code=8ffcfaddbb45f4cfdee5879805cabb9&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30389?x-access-code=a14da034af05ad7f2e01a600aeb92a89&format=html


Supplementary Material S7. Alignment details and comparison of MP, ML analyses results of each phylogenetic trees constructed in Section Eres. 
	Character
	D. citrichinensis species complex
(Fig. 22)
	D. eres
(Fig. 24)
	D. gardeniae species complex
(Fig. 26)
	D. subclavata species complex (Fig. 28)
	D. virgiliae species complex
(Fig. 30)

	Outgroup taxon
	D. sennicola (CFCC 51634, CFCC 51635)
	D. shennongjiaensis (CNUCC201905)
	D. irregularis (CGMCC 3.20092, GZCC 19-0344)
	D. shennongjiaensis (CNUCC 201906)
	D. shennongjiaensis (CNUCC201905)

	MP
	Total number of characters
	2178
	2256
	2193
	2267
	2128

	
	Constant characters
	1874
	1622
	1805
	1971
	1916

	
	Parsimony uninformative characters
	32
	241
	97
	131
	140

	
	Parsimony informative characters
	272
	393
	291
	165
	72

	
	Number of parsimonious tress obtained
	1
	100
	6
	2
	1

	
	Tree length (TL)
	418
	1441
	517
	416
	251

	
	(CI)
	0.780
	0.561
	0.847
	0.793
	0.900

	
	(RI)
	0.876
	0.766
	0.877
	0.824
	0.842

	
	(RC)
	0.683
	0.430
	0.743
	0.654
	0.758

	
	(HI)
	0.220
	0.439
	0.153
	0.207
	0.100

	ML
	Final likelihood value
	-5392.076760
	-11428.280693
	-5710.629503
	-5478.190453
	-4282.615452

	
	Number of distinct alignment patterns
	352
	708
	384
	275
	218

	
	% of undetermined characters or gaps
	16.85%
	22.52%
	39.08%
	13.93%
	27.71%

	
	Base frequencies
	A
	0.215827
	0.213112
	0.213019
	0.207030
	0.213705

	
	
	C
	0.333638
	0.345542
	0.330920
	0.334983
	0.329660

	
	
	G
	0.238772
	0.237040
	0.242094
	0.241086
	0.234598

	
	
	T
	0.211763
	0.204306
	0.213967
	0.216901
	0.222037

	
	Substitution rates
	AC
	1.276606
	0.884113
	1.955376
	0.792171
	2.428615

	
	
	AG
	4.538749
	2.102863
	5.597969
	1.936543
	4.929029

	
	
	AT
	0.962705
	0.998106
	1.445927
	0.700455
	1.851915

	
	
	CG
	0.912784
	0.702200
	1.320433
	0.808982
	1.166017

	
	
	CT
	4.728062
	2.663392
	7.718607
	2.597299
	5.705487

	
	
	GT
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000

	
	Gamma distribution rate (alpha)
	0.079564
	0.239428
	0.235806
	0.020000
	0.059261

	Tree base ID
	30390
	30391
	30392
	30393
	30394

	Reviewer access URL
	http://purl.org/phylo/treebase/phylows/study/TB2:S30390?x-access-code=f667e961a1067cfec121afbd29e6bf20&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30391?x-access-code=48ad54a2b3ee36ad25937679966c869e&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30392?x-access-code=8d0a266392a4ce83d23ab0624a530bdb&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30393?x-access-code=74295d4b346cbba5e257beb45720d384&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30394?x-access-code=f5cbe8a0128c3c27bf6a5b774e913dec&format=html


Supplementary Material S8. Alignment details and comparison of MP, ML analyses results of each phylogenetic trees constructed in Section Sojae. 
	Character
	D. arctii species complex 
(Fig. 34)
	D. ganjae
(Fig. 36)
	D. leucospermi  species complex
(Fig. 38)
	D. longicolla species complex (Fig. 40)
	D. schini species complex 
(Fig. 42)
	D. sclerotioides species complex (Fig. 44)
	D. siamensis species complex
(Fig. 46)
	D. sojae
(Fig. 48)
	D. tulliensis (Fig. 50) 


	Outgroup taxon
	D. arezzoensis (MFLU 19-2880)
	D. sclerotioides (CBS 296.67, CBS 710.76)
	D. rosiphthora (COAD 2913, COAD 2914)
	D. convolvuli (CBS 124654, FAU 649)
	D. hordei (CBS 481.92)
	D. oxe (CBS 133186)
	D. tarchonanthi (CPC 37479)
	D. tectoendophyta (MFLUCC 13-0471)
	D. ambigua (CBS 114015, CBS 117167)

	MP
	Total number of characters
	2733
	2432
	2196
	2248
	2296
	2750
	2235
	2239
	2204

	
	Constant characters
	2140
	1419
	1821
	1861
	1885
	2191
	1649
	1840
	1736

	
	Parsimony uninformative characters
	170
	71
	194
	174
	117
	276
	116
	152
	55

	
	Parsimony informative characters
	423
	262
	181
	213
	294
	283
	470
	247
	413

	
	Number of parsimonious tress obtained
	100
	3
	100
	100
	2
	1
	1
	100
	100

	
	Tree length (TL)
	953
	372
	539
	551
	530
	679
	952
	537
	566

	
	(CI)
	0.716
	0.957
	0.753
	0.804
	0.875
	0.922
	0.741
	0.831
	0.895

	
	(RI)
	0.879
	0.951
	0.850
	0.879
	0.868
	0.927
	0.877
	0.918
	0.929

	
	(RC)
	0.629
	0.910
	0.640
	0.707
	0.760
	0.855
	0.650
	0.762
	0.832

	
	(HI)
	0.284
	0.043
	0.247
	0.196
	0.125
	0.078
	0.259
	0.169
	0.105

	ML
	Final likelihood value
	-9526.088143
	-4184.701382
	-6269.085239
	-6206.834924
	-5911.426459
	-6958.813758
	-8260.969956
	-6800.767411
	-5972.779418

	
	Number of distinct alignment patterns
	801
	244
	450
	507
	372
	449
	652
	575
	423

	
	% of undetermined characters or gaps
	42.40%
	23.08%
	34.06%
	40.14%
	24.51%
	57.17%
	31.15%
	34.99%
	29.58%

	
	Base frequencies
	A
	0.214021
	0.208381
	0.213847
	0.205743
	0.212598
	0.208343
	0.211777
	0.205220
	0.206174

	
	
	C
	0.330378
	0.336659
	0.324022
	0.328006
	0.317084
	0.341505
	0.330540
	0.325743
	0.329531

	
	
	G
	0.236388
	0.239455
	0.241319
	0.243829
	0.244862
	0.237288
	0.232390
	0.245029
	0.246614

	
	
	T
	0.219212
	0.215506
	0.220813
	0.222421
	0.225456
	0.212863
	0.225292
	0.224009
	0.217681

	
	Substitution rates
	AC
	0.771005
	1.701830
	0.888362
	1.230465
	1.278563
	0.898013
	1.153127
	1.905630
	0.931655

	
	
	AG
	2.623003
	4.072864
	3.431887
	4.118673
	4.836893
	5.202260
	3.108143
	5.061339
	3.218000

	
	
	AT
	0.878501
	0.967291
	0.911871
	1.771584
	1.463939
	1.618789
	1.586434
	1.899524
	0.983238

	
	
	CG
	0.697672
	1.396791
	0.994633
	1.188733
	1.255012
	1.376763
	0.665065
	1.397185
	0.834289

	
	
	CT
	3.511722
	5.444829
	5.089346
	5.065579
	6.966238
	5.849323
	4.437579
	6.225143
	4.502161

	
	
	GT
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000

	
	Gamma distribution rate (alpha)
	0.305378
	0.680093
	0.180259
	0.188442
	0.252991
	0.391270
	0.305378
	0.242204
	0.619346

	Tree base ID
	30395
	30396
	30397
	30398
	30399
	30400
	30401
	30402
	30403

	Reviewer access URL
	http://purl.org/phylo/treebase/phylows/study/TB2:S30395?x-access-code=2e981639ee2b2fc104d84a66222c0a08&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30396?x-access-code=17b1e7d9f05a224db69d6a6d1c41a2df&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30397?x-access-code=edffda9d370c1b1bef20cdd871fa1122&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30398?x-access-code=52fd1168a1ba36ba71fecd69fd377927&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30399?x-access-code=e233a721a5587b9140bc3fcf2c625666&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30400?x-access-code=3226dabe6875b9e5581db4a4134f41a8&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30401?x-access-code=18bd8d846dc68b48c4265282af54ace9&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30402?x-access-code=86b647ba21450652ec4836f33ac1200e&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30403?x-access-code=a8d5da5a5f597e700b5b48f3bca3ea05&format=html






















Supplementary Material S9. Alignment details and comparison of MP, ML analyses results of each phylogenetic trees constructed in Sections Rudis, Betulicola, Psoraleae-pinnatae, Crotalariae. 
	Character
	D. amygdali
(Fig. 54)
	D. pseudotsugae species complex
(Fig. 56)
	D. rudis 
(Fig. 58)
	D. ampelina species complex (Fig. 61)
	D. betulicola species complex
(Fig. 63)
	D. psoraleae-pinnatae
(Fig. 65)
	D. crotalariae species complex
(Fig. 67)

	Outgroup taxon
	D. spartinicola (CPC 24951)
	D. nothofagi (CBS 370.54)
	D. ocoteae (CPC 26217)
	D. schisandrae (CFCC 51988, CFCC 51989)
	D. schisandrae (CFCC 51988, CFCC 5198)
	D. crotalariae (CBS 162.33)
	D. caulivora (CBS 127268, CBS 178.55)

	MP
	Total number of characters
	2191
	2274
	2117
	2216
	2461
	2278
	2261

	
	Constant characters
	1457
	1938
	1776
	1863
	2220
	1652
	1718

	
	Parsimony uninformative characters
	256
	209
	152
	38
	66
	95
	241

	
	Parsimony informative characters
	478
	127
	189
	315
	175
	531
	302

	
	Number of parsimonious tress obtained
	100
	1
	100
	100
	1
	1
	10

	
	Tree length (TL)
	1060
	406
	441
	470
	270
	938
	663

	
	(CI)
	0.839
	0.894
	0.841
	0.855
	0.941
	0.789
	0.919

	
	(RI)
	0.853
	0.877
	0.907
	0.950
	0.932
	0.881
	0.886

	
	(RC)
	0.716
	0.784
	0.763
	0.812
	0.877
	0.695
	0.814

	
	(HI)
	0.161
	0.106
	0.159
	0.145
	0.059
	0.211
	0.081

	ML
	Final likelihood value
	-8008.632923
	-5306.774482
	-5486.403673
	-5639.671693
	-4847.478423
	-7778.635715
	-6138.644587

	
	Number of distinct alignment patterns
	679
	259
	389
	430
	167
	572
	465

	
	% of undetermined characters or gaps
	22.43%
	30.61%
	31.35%
	16.68%
	45.76%
	20.91%
	42.31%

	
	Base frequencies
	A
	0.216601
	0.218283
	0.216099
	0.219574
	0.215346
	0.206190
	0.206908

	
	
	C
	0.320587
	0.306906
	0.318431
	0.337084
	0.338108
	0.341927
	0.344403

	
	
	G
	0.237184
	0.239562
	0.238136
	0.233389
	0.231320
	0.240122
	0.240993

	
	
	T
	0.225628
	0.235249
	0.227334
	0.209953
	0.215226
	0.211761
	0.207696

	
	Substitution rates
	AC
	1.033430
	1.052889
	0.922743
	1.288007
	1.902535
	1.497156
	1.453523

	
	
	AG
	2.985167
	2.343261
	3.216219
	3.592480
	5.824991
	3.576950
	3.493160

	
	
	AT
	1.241353
	1.028820
	1.234383
	1.378902
	1.726145
	1.451282
	1.866738

	
	
	CG
	1.008499
	0.797943
	0.903085
	0.947367
	2.125028
	1.071678
	1.171882

	
	
	CT
	4.372542
	3.338828
	4.774055
	5.835478
	10.345978
	5.264767
	5.889980

	
	
	GT
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000
	1.000000

	
	Gamma distribution rate (alpha)
	0.406699
	0.402267
	0.404902
	0.182410
	0.154907
	0.319728
	0.307992

	Tree base ID
	30404
	30405
	30406
	30407
	30408
	30409
	30410

	Reviewer access URL
	http://purl.org/phylo/treebase/phylows/study/TB2:S30404?x-access-code=ef8b9c15ae69cf1b0316bcf3c86e45c1&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30405?x-access-code=d6db9dc0d1cf86a996e32a098dfbc910&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30406?x-access-code=d143664da7d5b2f1b48e9cc6281d60c8&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30407?x-access-code=290c1fb721042105ff1f632e08da9111&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30408?x-access-code=afd70b2b0c723f7d6c6b5d5ac2303bce&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30409?x-access-code=89c9b87401a4d42841d681d6b7564c5f&format=html
	http://purl.org/phylo/treebase/phylows/study/TB2:S30410?x-access-code=c2ef3e3451aa59b31394f59c74aa7a43&format=html





