60 Mb 50 Mb 40 Mb 30 Mb 20 Mb 10 Mb 0 Mb

70 Mb

80 Mb

——_ RrC2H2-1
RrC2H2-2

RrC2H2-3
RrC2H2-4

RrC2H2-5

RrC2H2-6
RrC2H2-7

RrC2H2-8
RrC2H2-9

NSRrc2H2-10
RrC2H2-11
RrC2H2-12
RrC2H2-13

RrC2H2-14
RrC2H2-15
RrC2H2-16

RrC2H2-17
RrC2H2-18
RrC2H2-19

RIC2H2-20
— RICoH2-21
RICoH2-27

RrC2H2-23

~——RrG2H2-24
NRrG2H2 25
RIG2H2-26

RrC2H2-27
RrC2H2-28

RrC2H2-29

RrC2H2-30
RrC2H2-31

RrC2H2-32

RrC2H2-33

RrC2H2-35
RrC2H2-34

RrC2H2-36

RrC2H2-37

—~—_ RrC2H2-38
RrC2H2-39

RrC2H2-40
RrC2H2-41

RrC2H2-42

RrC2H2-43
RrC2H2-44

RrC2H2-45
RrC2H2-46
RrC2H2-47

RrC2H2-48
RrC2H2-49
RrC2H2-50
RrC2H2-51

RrC2H2-52
RrC2H2-53

RIC2H2-54
RrG2H2-55
RrG2H2-56
RIG2H2-57

~_RrG2H2-58

[ S RrG2H259
RrG2H2-60

| RrG2H2-61
RICIH2-67
| Rr¢oH2-63
RICIH-64
RICIH2-65
RICIH2-66
RICIH2-67
RICIH2-68
RICIH2-69

RrC2H2-70
RrC2H2-71
RrC2H2-72
RrC2H2-73
RrC2H2-74
RrC2H2-75

RrC2H2-76

—RrG2H2-78
§R£CZH2-79

RrC2H2-80

RrC2H2-81

RrC2H2-82

RrC2H2-83

Figure S1. Chromosomal locations of the RrC2H2 gene family in rose.
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Figure S2. Heatmap of RrC2H2 gene expression in different tissues of rose.
The columns represent various tissues (root, stem, leaf, flower, and fruit),
while the rows correspond to individual genes. Box colors indicate

normalized expression levels, and the numbers represent FPKM values.
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Figure S3. Relative expression of RrC2H2-8 in rose roots under salt (a) and ABA treatments (b).
RCK represents the roots of the control group without salt treatment; ROh, R1h, R3h, R6h, R12h,
and R24h indicate the roots of groups subjected to ABA or salt treatments at 0, 1, 3, 6, 12, and 24

hours, respectively. Asterisks denote statistically significant differences (** P < 0.01).
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Figure S4. The NLS motif (highlighted) and C2H2 domain (boxed) of the RrC2H2-8 protein. Helical

structures are indicated by cylinders above the sequence.
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