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Supplementary Figure S1. Sampling sites of the 41 D. arachidicola isolates used in this study in China. The map was modified based on map
GS5(2019)1673.
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“LG” means Lachesis group.

Supplementary Figure S2. Heat map of chromosomal interaction based on Hi-C assembly.
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Supplementary Figure S3. Category statistics for GO annotation of D. arachidicola genes.



KOG Function Classification of Consensus Sequence

A: RNA processing and modification

B: Chromatin structure and dynamics

C: Energy production and conversion

D: Cell cycle control, cell division, chromosome partitioning
E: Amino acid transport and metabolism

F: Nucleotide transport and metabolism

G: Carbohydrate transport and metabolism

H: Coenzyme transport and metabolism

I: Lipid transport and metabolism

J: Translation, ribosomal structure and biogenesis

1000 -

K: Transcription

L: Replication, recombination and repair

M: Cell wall/membrane/envelope biogenesis

N: Cell motility

O: Posttranslational modification, protein turnover, chaperones

Frequency

P: Inorganic ion transport and metabolism

500 -
Q: Secondary metabolites biosynthesis, transport and catabolism
R: General function prediction only
S: Function unknown
T: Signal transduction mechanisms
U: Intracellular trafficking, secretion, and vesicular transport
V: Defense mechanisms
I I I [ W: Extracellular structures
0+ = .—- M Y: Nuclear structure

[l Z: Cytoskeleton
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Supplementary Figure S4. Category statistics for KOG annotation of D. arachidicola genes.



ABC transporters

Alanine, aspartate and glutamate metabolism
Arginine and proline metabolism

Cysteine and methionine metabolism
Glycine, serine and threonine metabolism
Lysine degradation

Phenylalanine metabolism

Phenylalanine, tyrosine and tryptophan biosynthesis
Tryptophan metabolism

Tyrosine metabolism

Valine, leucine and isoleucine biosynthesis
Valine, leucine and isoleucine degradation
Amino sugar and nucleotide sugar metabolism
Butanoate metabolism

Citrate cycle (TCA cycle)

Fructose and mannose metabolism
Glycolysis / Gluconeogenesis

Glyoxylate and dicarboxylate metabolism
Pentose and glucuronate interconversions
Pentose phosphate pathway

Propanoate metabolism

Pyruvate metabolism

Starch and sucrose metabolism

Methane metabolism

Oxidative phosphorylation
2-Oxocarboxylic acid metabolism
Biosynthesis of amino acids

Carbon metabolism

Fatty acid metabolism

Fatty acid degradation
Glycerophospholipid metabolism
Pantothenate and CoA biosynthesis
Glutathione metabolism

beta-Alanine metabolism

Purine metabolism

Pyrimidine metabolism

Cell cycle - yeast

Meiosis - yeast

Endocytosis

Peroxisome

Protein processing in endoplasmic reticulum
RNA degradation

Ubiquitin mediated proteolysis

Nucleotide excision repair

Spliceosome

Aminoacyl-tRNA biosynthesis

RNA transport

Ribosome

Ribosome biogenesis in eukaryotes
mRNA surveillance pathway
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Supplementary Figure S5. Category statistics for KEGG annotation of D. arachidicola genes.
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Supplementary Figure S6. The functional annotations of D. arachidicola. (A) The number of genes that have hits in different databases. (B) Venn
diagram based on annotated genes in CAZy-base, PHI-base, DFVF, and genes of predicted secreted proteins; the numbers in parentheses
represent the number of predicted effector proteins.
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Supplementary Figure S7. Percentage of genes belonged to different categories. (A) Percentage of genes that have hits in different families of
CAZyme. (B) Percentage of genes with different PHI phenotypes.
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Supplementary Figure S8. Intraspecific comparison of variations of D. arachidicola isolates. Results visualized by TBtools v1.098769.





