Population genomic analysis of the rice blast fungus
reveals specific events associated with expansion of three

main clades
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Supplemental Fig. S1 Phylogenetic relationship of 90 isolates of Magnaporthe oryzae
with SNPs obtained from GATK. a Phylogenomic tree of M. oryzae isolates based on whole
genome SNPs data. b Principal Component Analysis (PCA) of M. oryzae isolates. ¢
STRUCTURE analysis of M. oryzae isolates. Each color in the plots represents the cluster
membership coefficients. The presence of several colors in the same strain suggests

admixture.

2/5



PAV gene number I I

¢ 9pED

3 IINES
=2 L SRS TIT
BIRST BT
e &

Ry
2R
Taeoai~l

55555
@@
5

T
5 n@ P
S
R A
b PR
D5,

o

R

AP ZE

Ix<> T Lo 1) Ty
= B T B,
22550 Bosee2 20 IS G Lb o)
L LOSPRESN S S TR
2 83<0
$2NB=R2R3RENCSTE 8
i i e
: el
; § SESR RIS
BETEEs TRey

O III0

}IJUHUUHHUUUUULIJUUUHHUUUUUWUJUIJUU“ULILIUUJ“H“LUUuuuuuuu””uujjuuuuuéuuuumuuuuuuuuuuumuuumuuuuuuuuuu

T

551
FJ95085AZB13-116

0
00k
ooz
00€:
0ot

Supplemental Fig. S2 Genome-wide visualization of gene Present and Absent Variation
(PAV) profiles in three clades. Phylogenetic tree and total number of genes with PAV were
present at left. Distribution of PAVs on chromosomes were marked with red for each isolate.
Frequency of each gene in all isolates were calculated and present with line plot at the top.
The FR13 isolate was excluded in this study since it has 1 015 gene of PAV, which is an

obvious deviation with other isolates, whose numbers ranging from 63 to 326.
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Supplemental Fig. S3 Genome wide SNPs distribution. Visualization of genome wide

distribution of SNPs density of clade 1, clade 2 and clade 3 in chromosome | ~ VII with 50 kb

windows.
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Supplemental Fig. S4 Occurrence and phylogenetic distribution of the MFA2 deletion
allele. a Nucleotide alignment of MFA2 reveals an 11 bp repeat sequence associated with the
site of a 30 bp deletion. Eleusine, Seteria and Triticum are isolates from E. indica, S. viridis, T.
aestivum. Type | and Type |l are alleles with or without 30 bp deletion at position 79 in the
coding region of MFA2. b Phylogenomic tree incorporation analysis of strains 2303.1, 1106.2,
K96-07 and K98-10 that make up the clade marked Mat1-2 Type II. This clade contains the

MFA2 30 bp deletion.
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Supplemental Fig. S5 Expression and in planta localization of MGG_17227. a
Expression pattern of MGG_17227 in mycelia, conidia, and appressoria, 36 hpi, 48 hpi and
60 hpi. b In planta localization of MGG_17227::GFP at 20 and 26 hpi. ¢ In planta localization
of MGG_17227::mCherry-NLS at 20, 27 and 29 hpi. White triangles present Biotrophic

Interface Complex (BIC) and white dots present rice nucleus. Bar = 10 ym.
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