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Fig. S1. Statistical properties of regions enriched for ShmC modification. (A)

Number of ShmC peaks in various length; (B) Number of ShmC peaks of a

given fold-increase over background; (C) Number of reads distributed in

ShmC peaks.
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Fig. S2. Real-time PCR validations for three T o0 Sheath
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ShmC peaks among four tissues of 93-11. As a \ 0.045
H
control for ShmC immunoprecipitation, hMeDIP \5 004
. . . 1 £ 0035
assays were also performed using rabbit IgG in ! g 003
. - : | -
place of the ShmC antibody. Enrichment is shown ! 5 0025
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relative to the input sample. The first two peaks | E 0.01
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Fig. S3. Comparative whole genome distribution of ShmC peaks
among three cultivars.

=l
!E
!E!é
===

P R



A 2500

= ShmC peak
2000 = Random Peak
=
g
‘E 1500
£}
g
= 1000
[
500
0
Promoter Genebody TIR Intergenic
B 2500
® ShmC Peak
2000 = Random Peak
z
2 1500
s
z
3 1000
4
&~
500
0
Promoter Genebody TIR Intergenic
c 1400
1200 = 5hmC Peak
"
_ 100 Random Peak
2
£ 800
s
z
= 600
<
=

=
3
3

w
8
3

o

Promoter Genebody TTR Intergenic

Fig. S4. Genome-wide distribution of those detected ShmC
peaks compared with 1000 times randomly simulated
dataset in 93-11 (A), LYP9 (B) and P464s (C), respectively.
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Fig. S5. Distribution of ShmC peaks in each class for LYP9
(A) and P464s (B) in the whole genome.
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Fig. S6. Average number of ShmC peaks per million
bases in heterochromatin and euchromatin of
chromosomes four and ten compared with random
dataset.
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. $7. Enrichment of ShmC in heterochromatin (HC) over
cuchromatin (EC) of chromosomes four and ten in each class for
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three cultivars.
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Fig. $8. Distribution of ShmC
peaks in TE genes and non-TE
genes compared with a
random dataset for 93-11 (A),
PA645 (B) and LYPY (C),
respectively.
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Fig. S9. Distribution of ShmC peaks in TE genes and non-TE
genes in every chromosome of 93-11 (A), PA64s (B) and LYP9
(C) compared with a random dataset, respectively.



Numbers of Gene

Numbers of Gene.

Numbers of Gene

100 200 300 400 500

s00 400 500

100

200 300 400

100

%5 of genes,intron > 97.0 readskb(1.99 RPKM)

Numbers of reads per kb (1og2)

%5 of genes,intron > 73.5 reads/kb(1.70 RPKM)

0 2 4 B 8 10

Numbers of reads per kb (log2)

%5 of genes,intron > 64.0 reads/kb(1.83 RPKM)

0
2 3 5 7 9

Numbers of reads per kb (log2)

0
"

Fig. S10. Detection
of gene expression in
rice by mRNA-Seq.
Distribution of
mRNA-Seq reads in
exons and introns.
About 5% of genes
contained > 97.0
reads, 73.5 reads and
64.0 reads per
kilobase intron for
93-11 (A), LYPY (B)
and P464s (C),
respectively.
Accordingly, 97.0
reads, 73.5 reads and
64.0 reads per
kilobase exon was
arbitrarily used as a
cutoff to detect gene
expression for 93-11,
LYP9 and P464s,
respectively.
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Fig. S11. Typical examples for expressed and silent genes with ShmC
peaks in read-level among three cultivars.
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Fig. S12. Number of retrotransposons and transposons
with MRPs for LYP9 (A) and P464s (B), respectively.



