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HvZnf_C2H2 &5 — —

HvZnf_C2H2_10
HvZnf_C2H2_54
HvZnf_C2H2_53
HvzZnf_C2H2_52 o
HvZnf_C2H2_19
HvZnf_C2H2_18
HvZnf_CIH2_17
HVZnf_C2H2_16 —
HvzZnf_C2H2_40
HvZnf_C2H2_48
HvZnf_C2H2_47
HvZnf_C2H2_46
HvZnf_C2H2_45
HvZnf_CIH2_44
HvZnf_C2H2_43
HvZnf_C2H2_42
HvzZnf_ C2HI_H
HvZnf C2H2 49 —
HvZnf_C2H2_73 -—
HvZnf_CIH2_72
HZnf_ C2HI_ 71
HvzZnf_C2H2_70
HVZnf_CIH2 37 —————— —1
HvZnf_C2H2 36 ——————— —
HvZnf_C2H2 35 —————— ———!
HvZnf_C2H2_34 S

HvZnf_C2H2_33
HvZnf_C2H2_77
HvZnf_C2H2_32
HvZnf_C2H2_76
HvzZnf_ C2HZ 31 —
HvZnf C2H2 75
HvZnf_C2H2-30
HvZnf_C2H2_74
HvZnf_C2H2_39
HVZNCC2H2Z38; -
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a. the transmembrane helical in
HvZnf C2H2 43 protein. b. the
transmembrane helical in
HvZnf C2H2_ 77 proteins. cC.
HvZnt C2H2_9 protein putative
ohosphorylation with serine,
threonine and tyrosine.
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RNA secondary structures with pseudoknots for HvZnf C2H2 4
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RNA secondary structures with pseudoknots for HvZnf C2H2 14
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RNA secondary structures with pseudoknots for HvZnf C2H2 27
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Mixed, incl. strictosidine synthase, and madifying wall lignin-1/2 = _
Mixed, incl. reg. of antifungal innate immune response, and arabinogalactan pept = _
caHz-type zinc finger - | N
Zine-finger of C2H2 type = -
Mixed, incl. protein little zipper, and sap30, c-terminal domain superfamily = -
Mostly uncharacterized, incl. co/colitoc1, conserved site, and reg. of antifunga = -
Mixed, incl. diterpenoid metabolic process, and pathogenesis-related protein bet = -

-log10(FDR)

Mixed, incl. dtw domain, and protein little zipper - [ 2.0

Response to water deprivation = - 25

Response te acid chemical = - 3.0

Mixed, incl. jasmonic acid signaling pathway, and bhih-myc and r2r3-myb transcri = - 3.5

Zinc finger G2H2 supertamily = .
Mostly uncharacterized, incl. dtw domain, and start domain = .
Mixed, incl. jasmonic acid signaling pathway, and helix-loop-helix dna-binding d = .
Zinc finger G2H2-type = .

Zinc-finger = I
zinc - |
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Fold Enrichment

Gene ontology enrichment analysis were confirmed the functional role of
HvZnf C2H2 as a stress responsive



