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Figure S1: Structure of representative HpbZIP proteins from each subgroup.
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Figure S2: Seqlogo of conserved motifs in HpbZIP proteins.
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Figure S3: Cis-Acting elements analysis of HpbZIP gene promoters. The cis-acting elements were identified by the
online PlantCARE program using 1.5 kb upstream of transcription initiation site of HpbZIP genes. The graph was
generated based on the presence of cis-acting elements in response to specific processes /elicitors/conditions (x-axis) in

HpbZIP family members (y-axis).



3 of 3

@m BZIP
100 74
8 80/ »
< )
% e
« 60 | 44 .
o “—
g s}
—
g40 g
3 5
o 20| Z
o
0 10
225 ST 222885§3333283885§8388328 83
g 0 q S 3T 2 255 2909 9= 0 0SS 00 OO
o 2 G 2 £ 5 o990 08 QQoOo®O O Qg
QT F @0 £5 00 EEF 00909 ¢ S NS 9
£ O Q\S_Q(um_: [ ggc,ggg\sgggg
s s ° 8¢ LrxopooooFoasggstas
£ £88 S5°;F38F $25°855F
S = - [l B S = & - 2 2 0
I o 3 s O [ = O c O C
go§ 83252828 353 S5 a%
- 0)0087(30 [e) O T o O o £
IS L~ — O .58..- (o ~~6 o
S Ec o 28 903 g 5 6 €
P gL ¢a82%5¢2s 8 5 2
c I . = S
D s 2 o c @ c S g
2 25 5SS © 0o Ke)
) * = = = =
q IS o @ £ @
@ QO 3 S S
5 E=IS) S5 S
g&‘ 1 g
) )
> =
= =
S g
7}
b Q
J

J L
Biological Process

Cellular Component Molecular Function

Figure S4: Gene Ontology annotation results for HpbZIP proteins. The y-axis on the left side indicates the percentage
of a specific category of genes in the main category, and the right side indicates the number of genes in a category.
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Figure S5: Predicted subcellular localization of HpbZIP69 using WoLFPSOR (https://wolfpsort.hgc.jp/).



