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Fig. S31. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S33. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S34. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S35. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S36. HvSNRK protein putative phosphorylation with serine, threonine and tyrosine



HvSnRK-37 HvSnRK-38 HvSnRK-39

Phosphorylation potential

NetPhos 3.1a! predicted phosphorylation sites in HuSnRK1-37 HetPhos 3.1at predicted phosphorylation sites in HuSnRKI-38 NetPhos 3.1at predicted phosphorylation sites in HUSHRK1-33
L L L L L L L L L . L L . ) ) ) )
Serine ™ Serine Serine ——
T?renngne e T;ig;;:: - Threanine
urosine —— 2 I o Turosine ——
Threshold o1 Threshald L b Threshald
o = 1 L
- ]
o #
2 1
2
c
& 3
2 o
b 2
n e
2 T
£ 2
i El
o F
£ o
& £
In o
o i
H 0
T =
i
B T T T T T T T M
8 s@ 108 158 EEL] 258 308 358 T ) r r r
1ag 260 LT 480 588 @ 180 208 308 aB@ sea

) Sequence position
Sequence position Sequence position

HvSnRK-40 HvSnRK-41 HvSnRK-42

HetPhos 3.1af predicted phosphorylation sites in HuSnRK1-44 HetPhos 3.1a! predicted phosphorylation sites in HuSnRK1-41 HetPhos 3.1at predicted phosphorylation sites in HuShRK1-42

Phosphorylation potential

, . . , , ,
Serine ——

Threonine

Turosine

Threshold

Serine
Threonine

Tyrosine
Threshold

Serine ——
Threonine
Tyrosine ——
Threshold

T T T T ] T T T “ e T

Phosphorulstion potential
Phasphorulation potential

T
s@ 1a@ 158 L) 258 LT 5@ [} 1a@ zaa LT 488 sa@ C S@ 108 158 zea 258 @9
Sequence position Sequence position Sequence position

Fig. S37. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S39. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S42. HVSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S43. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S44. HvSnRK protein putative phosphorylation with serine, threonine and tyrosine




Phosphorylation potential

FPhosphorylation potential

HvLEA-1

HetPhos 3.la: predicted phosphorylation sites in HuLEA-1

Serine
Threshold

T T T
S 1a8 158
Sequence positian

HvLEA-4

ceg

238

MetPhos 3.1lai predicted phosphorylation sites in HvLEA-4

Serine
Threonine

Tyresine
Threshold

T T T
58 1680 158
Sequence position

FPhosphoryulation potential

Phosphorylation potential

HVLEA-2

MetPhos 3.1at predicted phosphorulation sites in HvLEA-2

Serine
Threonineg

Tyrosine
Threshold

T T T
=) 106 159 2eg 258
Sequence position

HvLEA-5

MetPhos 3.1a: predicted phosphorulation sites in HYLEA-S

Serine
Threonine

Tyresine
Threshald

T
S 188 158 208
Sequence position

Phozphorylation potential

MetPhos 3.1at

HVLEA-3

predicted phosphorylation

sites in HuLEA-3

Phosphorulation potential

Serine
Threonine

Tyresine
Threshold

Segquence position

Fig. S45. HVLEA protein putative phosphorylation with serine, threonine and tyrosine

a8 T T T T
a 58 188 158 2e8
Sequence position
MetPhos 3.1a: predicted phosphorylation sites in HuLEA-&
L L L L L L L L L
Serine
Threonine
Turosine
1 Threshold
a T T T T T T T T T
a ca 48 &8 sa 1aa 1za 14@ Y1) pE-1:)




Phosphorylation potential

Phasphorylation potential

HvLEA-7

MetFhos 3.1a: predicted phosphorylation sites in HuLEA-7

Serine
Threonine
Turosine
Threshold

T T
58 1e@

Sequence position

HvLEA-10

MetPhos 3.1at predicted phosphorylation sites

in HuLEA-18

Serine
Threonine
Threshold

T T T
58 188 158
Sequence position

Phosphorylation potesntial

Phospharylation potential

HVvLEA-8

MetPhos 2.1at predicted phosphorylation sites in HWLEA-3

Serine
Threonine
Turosine
Threshold

T T
s 168 158 208
Sequence position

HvLEA-11

HetPhos 3.1a: predicted phosphorylation sites in HuLEA-11

Serine
Threanine
Threshold

T T T T
] L1 158 ELL]
Sequence position

Phasphorylation potential

HVLEA-9

HetPhos 3.la: predicted phosphorylation sites in HULEA-3
. . . .
Serine
Threonine
Turosine
Threshold |
T T T T
58 18 158 208

Sequence position

Fig. S46. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S47. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S48. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S49. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S50. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S51. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S52. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S53. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S54. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S55. HVLEA protein putative phosphorylation with serine, threonine and tyrosine
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Fig. S141. Protein-protein interaction (PPI) network of HvLEAs clusters
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Fig. S157. Predicting RNA secondary structures of HvSnRK-39
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Fig. S158. Predicting RNA secondary structures of HvSnRK-65
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Fig. S159. Predicting RNA secondary structures of HvSnRK-70



Fig. S160. Predicting RNA secondary structures of HVLEA-6



Fig. S161. Predicting RNA secondary structures of HVLEA-75



Fig. S162. Predicting RNA secondary structures of HvLEA-79
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Fig. S163. GO terms for HVSnRK genes
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Fig. S164. GO terms for HVLEA genes
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Fig. S165. Gene ontology enrichment analysis were confirmed the functional role of HvSnRK as a
stress responsive
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Fig. S166. Gene ontology enrichment analysis were confirmed the functional role of HVLEA as a stress
responsive



