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Table S1. Genome statistics for Mycetohabitans sp. B13 and Mycetohabitans sp. B14 as well as previously sequenced Mycetohabitans included
for comparison.

Mycetohabitans sp. B13  Mycetohabitans sp. B14 M. rhizoxinica HKI454 M. endofungorum HKI

456
DNA, total number of bases 3579262 3653645 3750138 328408
DNA coding number of bases 87.50% 87.08% 88.73% 85.75%
DNA G+C number of bases 60.59% 60.56% 60.71% 61.27%
DNA scaffolds 2 3 3 76
Genes total number 3292 3465 3938 3051
Protein coding genes 3219 3394 3870 2631
Pseudo Genes 404 417 NA 369
RNA genes 73 71 68 62
rRNA genes 9 9 9 5
5S rRNA 3 3 3 3
16S rRNA 3 3 3 1
23S rRNA 3 3 3 1
tRNA genes 47 47 59 43
Other RNA genes 17 15 NA 5
Reference This study This study 1) (2)
GenBank accession number FTPMO01000000 FTPJ01000000 FR687359 GCA _ 002927045
FR687360
FR687361
Fungal host ATCC 52813 ATCC 52814 ATCC 62417 CBS 112285
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