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High quality genome sequences of thirteen Hypoxylaceae (Ascomycota) strengthen the phylogenetic family backbone and enable the discovery of new taxa
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Table S1 Nanopore sequencing statistics of reads.
	organism
	Read count
	Coverage
[fold]
	Mean length [bp]
	Median length [bp]
	N50 length [bp]
	Minimum length [bp]
	Maximum length* [bp]

	A. truncatum
	190,798
	35.4
	6,203
	4,771
	9,541
	1,000
	372,086

	D. concentrica
	346,201
	57.0
	6,525
	4,590
	9,912
	1,000
	391,071

	E. liquescens
	346,201
	80.6
	5,745
	2,888
	10,941
	1,000
	545,225

	H. pulicicidum
	628,659
	73.6
	5,947
	3,889
	9,189
	1,000
	2,031,748

	H. rickii
	937,388
	94.2
	5,454
	3,144
	9,921
	1,000
	96,006

	H. lienhwacheense
	142,519
	18.9
	6,758
	4,657
	10,954
	1,000
	64,165

	H. monticulosa
	138,721
	45.5
	21,758
	16,579
	51,939
	1,000
	99,726

	H. spongiphila
	103,838
	52.7
	27,241
	21,431
	53,706
	1,000
	98,631

	H. submonticulosa
	83,869
	14.8
	8,849
	6,620
	13,168
	1,000
	69,847

	J. multiformis
	352,025
	44.6
	7,639
	5,783
	11,176
	1,000
	79,932

	P. hunteri
	719,123
	92.9
	6,977
	4,085
	12,877
	1,000
	1,167,343

	X. hypoxylon
	888,403
	125.1
	7,732
	4538
	13,961
	1,000
	634,098

	Ø
	406,479
	61
	9,736
	6,915
	18,484
	1,000
	470,823


*Note: Some of the very long reads were filtered out by the assembly rendering those sequencing artifacts. 

Table S2 PacBio sequencing statistics of subreads.
	organism
	Read count
	Coverage
[fold]
	Mean length [bp]
	N50 length [bp]
	Minimum length [bp]
	Maximum length
[bp]

	H. fragiforme
	682,541
	127
	7,475
	12,508
	1,000
	64,282

	H. rubiginosum
	733,772
	202
	13,545
	20,796
	1,000
	89,559










Table S3 Statistical analysis of the ultrafast bootstrapping (UFB) calculation. 
	Log-likelihood of the tree
	-26213337.7015

	Number of total sites
	2532758

	Number of unique site patterns
	1378351

	Number of parsimony-informative sites
	722854

	Number of invariant sites
	1243066

	Number of constant sites (can be subset of invariant sites)
	1242860




Table S4 Flanking positions of the calculated MAFFT alignments of TEF1-α, TUB2, RPB2 and α-actin, that have been rated as informative characters by Gblocks and were included for the phylogenetic analysis. 
	locus
	Flanking positions
	Proportion of the original positions

	α-actin
	[1-12], [63-72], [109-144], [146-150], [153-204], [214-221], [250-254], [256-270], [287-293], [301-313], [315-329], [331-341], [378-385], [400-412], [415-479], [502-510], [518-536], [571-581], [594-657], [705-710], [712-723], [740-1527], [1534-1544], [1549-1553], [1573-1579], [1583-1818]

	1443 / 2107 (68%)

	TEF1-α
	[2215-2864], [2868-3545], [3549-3555], [3559-3606]

	1383 / 3606 (38%)

	RPB2
	[1-27], [40-45], [49-63], [70-238], [242-557], [570-1136], [1140-2304], [2311-3820]
	3775 / 3822 (98%)

	TUB2
	[1-1310], [1314-1344]
	1219/1862
(65%)




Table S5 Best five models selected by Smart Model Selection of the PhyML 3.0 Online Server from ATGC (http://www.atgc-montpellier.fr/phyml/) for the multi-gene phylogenetic analysis. AIC – Akaike Information Criterion, BIC – Bayesian Information Criterion, K – Number of model free parameters, Llk – likelihood score
	Model
	Decoration
	K
	Llk
	AIC
	BIC

	GTR
	+ G + I
	37
	-5023365121
	1005413024
	1007995595

	TN93
	+ G + I
	34
	-5025355521
	1005751104
	1008124277

	GTR
	+ G
	36
	-5039262606
	1008572521
	1011085293

	GTR
	+ I
	36
	-5098819069
	1020483814
	1022996585

	GTR
	
	35
	-560821938
	1122343876
	1124786848



Additional attached data as zip file:

Multigene alignments: MAFFT Alignments of the single loci alignments and gblocks curated multigene Alignment (MGA) with extracted nucleotide sequences of the genome sequences of this study in fasta format.

Phylogenomic_statistics: Excel sheet with all 4902 protein alignments, alignment length, best amino acid substitution model chosen by ModelSelection of IQTree, number of constant, parsimonic informative sites, log-likelihood of the best maximum likelihood tree selected in the single loci phylogenetic inference and number of distinct patterns in the analyzed alignments.

Original_Alignments: Alignment files for the 4912 core proteins received after applying the MAFFT algorithm as stated in the manuscript.

Gblocks_Alignments: Alignment files for the 4912 core proteins received after curing MAFFT aligned fasta files with the GBLOCKS algorithm as stated in the manuscript.

