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Genome sequence variations between wild rice lines and reference genomes
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Figure A. Reads distribution of Huaye 1 mapped against the reference genomes of

Nipponbare.
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Figure B. Reads distribution of Huaye 1 mapped against the reference genomes

93-11.

of



 Readdensity(log2) o N

u
>
L
ZUWD LI 0L B0 B LY QIO GO IO B0 ZO LIy

o
Chromosome position(Mb,500windows)

Figure C. Reads distribution of Huaye 2 mapped against the reference genomes of

Nipponbare.
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Figure D. Reads distribution of Huaye 2 mapped against the reference genomes of and

93-11.
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Figure E. SNP change rate in different chromosomes of wild rice lines.
(A) SNP change rate between wild rice lines and Nipponbare reference genome. (B) SNP

change rate between wild rice lines and 93-11 reference genome.
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Figure F. The distribution of the length of InDels in two wild rice lines.

(A) The distribution of InDels between Huaye 1 and 93-11. (B) The distribution of InDels
between Huaye 1 and Nipponbare. (C) The distribution of InDels between Huaye 2 and
93-11. (D) The distribution of InDels between Huaye 2 and Nipponbare. The x-axis
represents the number of nucleotides of insertions (yellow) and deletions (green). The y-axis

represents the number of InDels at each length.
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Figure G. Summary of whole genome variations between Huaye 1 and Nipponbare
reference genome.

Concentric circles show the different features that were drawn using the Circos platform.
The 12 chromosomes are presented along the perimeter of each circle. The circles from
outside to inside indicate the coordinate of chromosome for SNP density, InDel density and

SV density; the distribution unit of genome is 100Kb.



Figure H. Summary of whole genome variations between Huaye 1 and 93-11 reference
genome.

Concentric circles show the different features that were drawn using the Circos platform.
The 12 chromosomes are presented along the perimeter of each circle. The circles from
outside to inside indicate the coordinate of chromosome for SNP density, InDel density and

SV density; the distribution unit of genome is 100Kb.
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Figure 1. Summary of whole genome variations between Huaye 2 and Nipponbare
reference genome.

Concentric circles show the different features that were drawn using the Circos platform.
The 12 chromosomes are presented along the perimeter of each circle. The circles from
outside to inside indicate the coordinate of chromosome for SNP density, InDel density and

SV density; the distribution unit of genome is 100Kb.
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Figure J. Summary of whole genome variations between Huaye and 93-11 reference
genome.

Concentric circles show the different features that were drawn using the Circos platform.
The 12 chromosomes are presented along the perimeter of each circle. The circles from
outside to inside indicate the coordinate of chromosome for SNP density, InDel density and

SV density; the distribution unit of genome is 100Kb.
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Figure K. Annotation and distribution of SNPs and InDels between wild rice lines and
93-11 reference genome.

SNPs, insertions and deletions on the rice pseudomolecules were classified as genic and
intergenic, and locations within the gene models were annotated. The number of SNPs,
insertions and deletions in each class is shown. A and B indicate the distributions of SNPs
and InDels in the comparisons of Huaye 1 and 93-11 and Huaye 2 and 93-11 reference
genome, respectively.
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Figure L. Gene ontology (GO) enrichment analysis of mutant genes detected in Huaye
of Huaye 1 and Nipponbare, and Huaye 1 and Nipponbare reference genome, respectively.
Abscissa is the GO classification, left ordinate indicates the percentage of genes, and right

(A) and (B) are showing GO analysis of mutant genes that were detected in the comparisons

ordinate indicates the genes number and mutant genes number.



33746

souab Jo sequiny

3374
686
337

@
3

@
B o

GO Classification

ene |6867

HEE

100

<

= -

sauab Jo Juadiad

, O /

Bugyy 15,

“Se00d dAMuyAy,

M““n“m 403eInGg, louugy, /
“Aloe Jojep, G
- s, InBay :o.emﬁ:g

Airpop w._o._aamguo__zo
© 10)98; o5, -
Ueyoy,
o, ® 9pyoajon,
e .entum“__%uweg ms_us__ o
o oy | PUIG Uego,y

© JUep1xopyp

© J03npgye,
4]
' ”SE-S» % eEw”:oM‘oE
e, IM8jow
ey
¥ ”EEE _.Etnmgu
0108 o
Nd;
® Jolodsyp,, 2SUe1 Bujpy Prog
® Nhjese, ¢ Avpny

muﬁn. 2E1Mif39e

von P 19Us-aye,

Lonuny g, ey
o)

xwﬁ“h EIMIoeqx,

9 18Inag,

Hed c:Ean:\

Hed oyjaypp,,

QUeIquay

Slloues,qo

182

Hed jjay

oEEumE

Biological process

Molecular function

Cellular component

32459

sauab Jo Jequiny

3245
586
324

o
3

o~
Sw

GO Classification

100

mAlgene (5863
W DIFF gene

#

=5 -

s3uab Jo Juadiag

M

Bupy 15,

Ssa20,9 dligfiy

Uoisaypp _mu.&een

S$920.4
Buyreygg
SS;
mwM“u OMONpo, s,
$5030,q g U0 gy
by moE_aEasgov 1890y,
Y 19 10

E:a.ﬁu“ Honezueg,o
Yoneing,,
SMinugs

SIUBB10-ynyy

_EQEOBEOQ ;EE—QQ

1891Bojoyq
] mmcoau.e

- JUepixopye
€ Jaonpsy,

Buppuq

x.SmS einy50,
Hed gy, Bl)xe

L7
¥ed uo gy,
Pioajony,
Xijew 4,

Injfa:
Uogouny,, L esxg
ns..s Pasojoys.,
b.we “enjjag

403 sging
Hed wScaEEw_ Oosoey
Hed Ollouesy,
w:EaEmE
9lloues,o
182
Hed g,

LTI

, ¥ /

Biological process

Molecular function

Cellular component

Figure M. Gene ontology (GO) enrichment analysis of mutant genes detected in Huaye

(A) and (B) are showing GO analysis of mutant genes that were detected in the comparisons

of Huaye 2 and 93-11, and Huaye 2 and 93-11reference genome, respectively. Abscissa is

the GO classification, left ordinate indicates the percentage of genes, and right ordinate

indicates the genes number and mutant genes number.
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Figure N. Venn diagram illustrating the proportion of shared gene clusters between
two wild rice lines and reference genomes.
(A) and (B) indicate the genes with sequence variations (SNPs and InDels) in wild rice lines

compared to the reference genomes of 93-11 and Nipponbare, respectively.
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Figure O. Distribution map of NBS-LRR resistance

between Huaye 1 and Nipponbare reference genome.
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Figure P. Distribution map of NBS-LRR resistance genes that were detected

between Huaye 2 and 93-11reference genome.
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Figure Q. Distribution map of NBS-LRR resistance genes that were detected between

Huaye 2 and Nipponbare reference genome.



