3.1Identification and characterization of the bZIP transcription factor family

in walnut

JrbZIP1 —

JrbZIP2 — —

JibzIP3 S

JrbZIP4 — —_

JrbZIPS —

JrbZIPe —

JrbZIPT —

JrbzIP8 —

JibZIPg ———————— —
———————

BRLZ
N Pfam:DOG1
Pfam bZIP_C
B Pfam:bZIP_1

JrbZIP10 — —
JrbZIP11
JibZIP12 ——— —
JrbZIP13 ——— —
JrbZIP14 ———
JrbZIP15
JroZIP16
JrbZIP17
JrbZIP18
JrbZIP19 — —
JrbZIP20 — ———
JrbZIP21
JrbZIP22 — —
JrbZIP23
JrbZIP24
JrbZIP25
JrbZIP26 H
JrbZIP27
JrbZIP28
JrbZIP29
JrbZIP30 —
JrbZIP31 —
JihZIP32 H
JrbZIP33
JrbZIP34 —— —:
JrbZIP35 =
JrbZIP36
JrbZIP37
JrbZIP38
JrbZIP39 — —
JrbZIP40 ——
JrbZIP4 1 ——— —.———
JrbZIP42
JrbZIP43
JrbZIP44 ——— =
JibZIP4S ———— —
e

JrbZIP48
JrbZIP4T
JrbZIP48
JrbZIP49
JrbZIP50
JrbZIP51
JbZIP52
JrbZIP53
JrbZIPS4
JrbZIP55
JrbZIP56 ————
JrbZIP57
JrbZIP58
JrbZIP59 ——— ——————
JrbZIPB0 —
JrbZIP61 —
JIbZIP62 ———rt p—
JrbZIP63 -
JrbZIP64 —
JrbZIPE5
JrbZIP66
JrbZIP67 — —
JrbZIP68 —
JrbZIP69 —_—
JrbZIP70 ——— ————
JrbZIP7 1 —— ———

JbzZIP72 ————] ——

_ ——
—
—-——
—

JrbZIP73
JrbZIP74
JrbZIP75
JrbZIP76
JrbZIP77
JrbZIP78
JrbZIP79
JrbZIP80
JrbZIP81
JrbZIPg2 ——————————————
JrbZIP83 ————————— —
JrbZIP84 ————— —
JrbZIP85 — p—
JrbZIP88 =
JrbZIP87
JrbZIP88 —— H —
5 T T T T T T 13
0 100 200 300 400 500 600 700 800

Figure S1. The main domain of walnut bZIP protein sequence.
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Figure S2. Visualization of multiple sequence alignment of the walnut bZIP family DNA
binding domains. The total height of the letter piles at each position indicates the
conservation of the sequence at that position (measured in bits).

3.3 Gene structure and characterization of conserved bZIP motifs from

Walnut
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Figure S3. Phylogenetic relationships (A), motif compositions(B), and gene structures(C)
of bZIPs in walnut. Gene structure dynamics of JrbZIPs were predicted with the GSDS
software. The exons are represented by green boxes and the introns are indicated by
black lines. The conserved motifswere scanned with MEME. Different motifs are
represented by various colored boxes.



3.5 Chromosomal distribution and synteny analysis of JrbZIPs
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Figure S4. Chromosomal locations for JrbZIP gene family.
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3.6 Analysis of base number and codon usage bias of JrBZIPs
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Figure S5. Correlation analysis of codon preference parameters of bZIP family genes notes:
7 Significant correlation was found at 0.1, 0.05,0.01and 0.001 levels
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