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Supplementary Figure S1. Principal component analysis (genome dependent) for the relative
methylation levels at the differentially methylated positions obtained across all of the replicates in
each sequence context: (a) CG; (b) CHG; (c¢) CHH; (d) 6mA. Numbers in brackets indicate the

fraction of overall variance explained by the respective component (Dim1, Dim?2).



Supplementary Figure S2. Complete linkage clustering based on the relative methylation levels at

the differentially methylated positions, as retrieved from the genome-dependent strategy.
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Supplementary Figure S3. Effects of drought stress on the global methylation: (a) genome

dependent; (b) genome independent.
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Supplementary Figure S4. Enrichment analyses of the differentially methylated positions in the
genomic regions. Enrichment analysis was performed using binomial distribution for all of the
MCSeEd loci as expected, and the differentially methylated positions for the CG, CHG, CHH, and
6mA contexts, as the observed datasets. U, upstream; D, downstream. Light gray = expected number

of DMPs, Dark gray = observed number of DMPs.
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Supplementary Figure S5. Principal component analysis (genome independent) of the relative
methylation levels at the differentially methylated positions obtained across all of the replicates in
each sequence context: (a) CG; (b) CHG; (c¢) CHH; (d) 6mA. Numbers in brackets indicate the

fraction of overall variance explained by the respective component (Dim1, Dim?2).



Color Key

E

methylation
fraquancy
(%)

WwW_2
WW_3

WW_1

Supplementary Figure S6. Complete linkage clustering based on the relative methylation levels at

the differentially methylated positions, as retrieved from the genome-independent strategy.



Fragments distribution for Acil Fragments distribution for Pstl

=] =
8 e o
=] =
w ©0
(=}
2 -
g g _
0
g 5 8-
- 8 . T
a
o
2
2 =
S | 2
(=]
o - o -
I I I I I I I 1 I I I I I I I 1
a5n 300 350 100 A50 H00 h50 A0 asn 300 350 400 AL0 H00 h50 f0D
Fragrwnl arglh (bp) Fragmenl erglh (bp)
Fragments distribulion for EcoT22I Fragments distribution for Dpnll
=1
S g _
f=1
N 3
= o
2 - g -
- &

Frequency
10000
1
Frequency
20000
1

10000

0
1

MMM oo SRR

250 300 350 400 A50 Hon h50 f00 250 ann 380 400 450 HOD h5a f0D

Fraygmenl arglh bp) Fragmwnl arglh bp)

Supplementary Figure S7. Size distribution of restriction fragments for the enzyme combinations

used in the study.



