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APPENDIX: Supplementary data
Figure S1. (Part 1) Consensus phylogram (50 % majority rule) of 3288 trees resulting from a Bayesian analysis of the LSU sequence alignment using MrBayes 3.2.6. The scale bar indicates 0.02 expected changes per site. Strains belonging to this study are indicated in bold face. The tree was rooted to Dothistroma pini (isolate CBS 121011).
Figure S1. (cont.) (Part 2)
Figure S2. (Part 1) Consensus phylogram (50 % majority rule) of 13 398 trees resulting from a Bayesian analysis of the ITS sequence alignment using MrBayes 3.2.6. The scale bar indicates 0.01 expected changes per site. Strains belonging to this study are indicated in bold face and those with distinct clade are indicated in pink colored blocks. The tree was rooted to Dothistroma pini (isolate CBS 121011).
Figure S2. (cont.) (Part 2)
Figure S3. (Part 1) Consensus phylogram (50 % majority rule) of 3880 trees resulting from a Bayesian analysis of the actA sequence alignment using MrBayes 3.2.6. The scale bar indicates 0.02 expected changes per site. Strains belonging to this study are indicated in bold face and those with distinct clade are indicated in yellow colored blocks. The tree was rooted to Dothistroma pini (isolate CBS 121011).
Figure S3. (cont.) (Part 2)
Figure S4. (Part 1) Consensus phylogram (50 % majority rule) of 5514 trees resulting from a Bayesian analysis of the tef1 sequence alignment using MrBayes 3.2.6. The scale bar indicates 0.02 expected changes per site. Strains belonging to this study are indicated in bold face and those with distinct clade are indicated in green colored blocks. The tree was rooted to Dothistroma pini (isolate CBS 121011).
Figure S4. (cont.) (Part 2)
Figure S5. (Part 1) Consensus phylogram (50 % majority rule) of 6618 trees resulting from a Bayesian analysis of the cmdA sequence alignment using MrBayes 3.2.6. The scale bar indicates 0.02 expected changes per site. Strains belonging to this study are indicated in bold face and those with distinct clade are indicated in red colored blocks. The tree was rooted to Dothistroma pini (isolate CBS 121011).
Figure S5. (cont.) (Part 2)
Figure S6. (Part 1) Consensus phylogram (50 % majority rule) of 1570 trees resulting from a Bayesian analysis of the tub2 sequence alignment using MrBayes 3.2.6. The scale bar indicates 0.02 expected changes per site. Strains belonging to this study are indicated in bold face and those with distinct clade are indicated in orange colored blocks. The tree was rooted to Dothistroma pini (isolate CBS 121011).
Figure S6. (cont.) (Part 2)
Figure S7. (Part 1) Consensus phylogram (50 % majority rule) of 4720 trees resulting from a Bayesian analysis of the rpb2 sequence alignment using MrBayes 3.2.6. The scale bar indicates 0.02 expected changes per site. Strains belonging to this study are indicated in bold face and those with distinct clade are indicated in blue colored blocks. The tree was rooted to Dothistroma pini (isolate CBS 121011).
Figure S7. (cont.) (Part 2)
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