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Supplementary Table S1. Statistical assembly summary for comparative fungal genomes.

Species Naming Accession number in Gene Total Length  GC (%) N50 Scaffolds Contigs
Bank (MB)
Arthrinium AP-Z13 QYRS00000000.1 48.45 53.05 3,733,262 19 19
phaeospermum
Arthrinium malaysianum STlab-iicb QUSE00000000.1 46.11 52.50 336,634 43 266
Fusarium proliferatum ET1 FJOF00000000 45.21 48.50 3,311,891 32 17
Fusarium oxysporum FO2 AAXH00000000.1 61.38 48.42 95,416 114 1362




NR Annotation

: Pseudomassatriella vexata (2526)

: Pestalotiopsis fici (1978)

: Hypoxylon sp. (1041)

: Eutypa lata (406)

: Daldinia sp. (381)

: Fungal sp. (197)

: Microdochium bolleyi (138)

: Rosellinia nexatrix (117)

: Colletotricum gloeosporioides (93)
: Phaeoacremonium minimum (89)
11: Magnaporthe oryzae (79)

12: Coniochaeta ligniaria (69)

1000 13: Diaporthe ampelina (67)

14: Colletotrichum higginsianum (63)
15: Valsa mali (60)

16: Diaporthe helianthi (41)

17: Pseudogymnoascus sp. (36)

18: Nectria haematococca (34)

19: Magnaporthiopsis poae (33)

o - 20: Colletotrichum incanum (32)
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Supplementary Figure S1. NR annotation of species. In this figure, X-axis
represents the top 20 species from 1-20, while the Y axis represents the number of
matched genes between the species with a scale up to 2500. NR annotation is divided
into 20 classes. Different colors depict top 20 species, their names, and values.

TCBD function classfication

1: Channels/Pores (81)
2: Electrochemical Potential-driven Transporters (197)

3: Primary Active Transporters (151)

Number of matched genes

4: Group Translocators (5)

5: Transmembrane Electron Carriers (3)

8: Accessory Factors Involved in Transport (33)

_— 9: Incompletely Characterized Transport Systems (69)
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Supplementary Figure S2. TCBD functional classification. In this figure, X-axis
represents the functional class & the Y-axis shows the number of matched genes, (a)
TCBD functional classification 1-5, 8, and 9 class with different colors, functional
class numbers, names, and values.
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Supplementary Figure S3. Carbohydrate enzyme classification and annotation.
In this figure X-axis shows the CAZy class with their names as shown in different
colors and Y-axis denotes the genes number of genes with a scale of 300, while it is
divided into 6 classes (AA), (CBM), (CE), (GH), (GT) and (PL).

Note: AR1= Arthrinium rasikravindrae 1.
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Supplementary Figure S4. Secondary metabolic gene Cluster. In this figure two
different colors are shown, red color indicates the cluster number and blue color
represents the gene number, while the X-axis denotes the type of cluster and their
names, and the Y-axis shows gene numbers with a scale from 0-100.
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PHI Phenotype classfication
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1: GO:0030411 (1)

2: IMP” (1)

3: IMP; GO:0009847 (1)

4: IMP; GO:0030437 (2)

5: IMP; GO:0048622 (1)

6: NAS” (1)

7: and cell-substratum attachment sites.” (1)
8: Fumonisin biosynthesis (1)

9: GO (20)

10: Melanin biosynthesis (1)

11: NA (134)

12: Nitrate assimilation pathway (2)

13: Ste11-Ste7-Fus3/Kss1 kinase pathway (1)
14: Sterol biosynthesis (1)

15: Sterol biosynthesis pathway (2)

16: Trichotheene type B biosynthesis (1)

17: b -ketoadipate pathway (1)

18: Chemistry traget: resistance to chemical (3)
19: effector (plant avirulence determinant (20)
20: enhanced antagonism (1)

21: fatty aci oxidation (1)

22: glyoxylate (1)

23: histidine biosynthesis (1)

24: increased virulence (hypervirulence) (20)

25: lethal (71)

26: loss of pathogenicity (105)

27: osmotic sensing (1)

28: reduced virulence (496)

29: unaffected pathogenicity (520)

Supplementary Figure S5. PHI phenotype classification. In this figure, X-axis
shows the function class with their class number and Y-axis shows the number of
matched genes. PHI Phenotype classification shows 29 functional classes, functional
class number and their names.




