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Table S1  Quality statistics of transcriptome sequencing data
FARYS RS LEXF RIS R AH ME— L BS54
. Clean Clean ) Q20 Q30 Error
R Raw 1) reads % K2 1) reads %1
Sample Reads Base (G) (%) (%) Rate (%)
Reads Reads mapped Unique mapped
name
CK-1 45289866 43525128 6.53 41244415 (94.76%) 40473992 (92.99%) 96.97 91.93 0.03
CK-2 45311536 43919138 6.59 41317945 (94.08%) 40579982 (92.40%) 96.72 91.53 0.03
CK-3 51359066 49547402 7.43 46840722 (94.54%) 46003671 (92.85%) 97.03 92.23 0.03
Cd-1 53090126 50416374 7.56 47757331 (94.73%) 46770257 (92.77%) 96.98 91.98 0.03
Cd-2 50263826 46929912 7.04 43531129 (92.76%) 42739011 (91.07%) 97.06 92.14 0.03
Cd-3 54056220 51211048 7.68 48801917 (95.30%) 47934550 (93.60%) 97.14 92.29 0.03
Cd+Se-1 47049928 45007690 6.75 42572174 (94.59%) 41725515 (92.71%) 96.91 91.83 0.03
Cd+Se-2 49474072 46760976 7.01 44179505 (94.48%) 43404361 (92.82%) 97.06 92.14 0.03
Cd+Se-3 59377530 57171838 8.58 54174343 (94.76%) 53005462 (92.71%) 96.99 91.99 0.03
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A: The cadmium content in the roots of melons; B: The cadmium content in the leaves of melons. C: Histochemical staining of Cd

accumulation in melon roots using dithizone (diphenylthiocarbazone) method. Data are means of three biological replicates + standard
error (SE). Different letters indicate statistically significant differences among groups (Tukey’s honest significant difference test, P <
0.05)
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Fig. S1 The effect of Se treatment on the accumulation of Cd in melon seedlings under Cd stress
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Fig. S2 Pearson correlation analysis between transcriptomes of different treatment groups
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E’r;?g;')glgrﬂg %—F}ja ém)) | Cellular Processes
_ ABC transporters W 9 (7.89%) RRESE
MAPK signaling pathway - plant =0 16 (3.81%) Environmental Information Processing

Phosphatidylinositol signaling system 1 3 (2.56%)
Plant hormone sgnal transduction RN 12 (1.94%)
» Aminoacyl-tRNA biosynthesis 2 (1.96%) HEEELE
Protein processing in endo%?\ls;;nécerﬁgg{%r: 23&1.).2952:;) Genetic Information Processing

. RNA polymerase 2 (2.41%)
Alanine, aspartate and glutamate metabolism 2(0.61%)
. alpha-Linolenic acid | 4(4.82%)
Amino sugar and nucleotide sugar 4 (1.91%)
Arachidonic acid 4 (12.9%)
Ascorbate and aldarate 0| 3 (3.41%)
_ beta-Alanine olism 2 (4%)
Biosynthesis of amino acids 4 (1.24%)
. _ Biosynthesis of cofactors 5 (1.49%)
Biosynthesis of secondary metabolites 45 (2.27%)
Carbon metabolism 3(0.83%)
Carotenoid biosynthesis 4 (6.06%)

Cutin, suberine and wax biosynthesis 2 (2.41%)
Cysteine and methionine metabolism 2 (1.47%)
Flavone and flavonol biosynthesis 2 (8%)
Flavonoid biosynthesis 2 (3.03%)
Fructose and mannose metabolism | 1 (1.05%)
Galactose metabolism 2 (1.12%)
Glutathione metabolism 11 (9.17%)

) _ Glycerolipid metabolism 5 (3.45%) |
Glycine, serine and threonine metabolism = 2 (1.28%) Metabolism
Glycolysis / Gluconeogenesis 4 (1.96%)

Isoflavonoid biosynthesis 2 (5%)
Linoleic acid mefabolism 3 (7.14%)

Metabolic pathways ; 84 (2.06%)
Monoterpenoid biosynthesis 2 (10%)
Pentose and glucuronate interconversions 5 (1.95%)

entose phosphate pathway | 1(1.23%)
Phenylalanine metabolism 2 (3.51%)
Phenylpropanoid biosynthesis 14 (5.2%)
5 Photosynthesis 3 (2.86%)
Photosynthesis - antenna proteins 8 (38.1%)

Porphyrin and chlorophyll meta 2(2.7%)
Purine meta 2(1.18%)
Pyruvate metabolism 3(1.9%)
Starch and sucrose metabolism 4(1.13%)
Try‘Ftophan metabolism 2 (2.22%)
yrosine metabolism = 2(3.64%)
Jbiquinone and other terpenoid-quinone biosynthesis 2(3.33%) BIEY
Valine, leucine and isoleucine degradation 2 (2.7%) R
Plant-pathogen interaction 15 (2.33%) Organismal Systems
I T T T T T T T
0 13 26 39 52 65 78 91
HEHE Gene Number

85 A AT R B2 5 A0 22 S AT TR M R B SR B T SRR R T 0 b
The parentheses represents the percentage of differentially expressed genes annotated to this pathway compared to the background genes
annotated to this pathway
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Fig. S3  Bar chart of KEGG classification of differentially expressed genes
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Fig. S4 Differentially expressed gene GO classification



cellular modified amino acid metabolic process

cellular response to extracellular stimulus

. detoxification

glutathione metabolic process

hydrogen peroxide catabolic process

hydrogen peroxide metabolic process

. Photosynthe_sis

~ photosynthesis, light hﬂrvesllng
photosynthesis, light harvesting in photosystem

photosynthesis, light reaction

protein-chromophore linkage

reactive oxygen species metabolic process

response to cadmium ion

response to metal ion

response to oxidative stress

response to toxic substance

response to wounding

toxin catabolic process

toxin metabolic process

chloroplast thylakoid membrane

integral component of plasma membrane

photosynthetic membrane

ﬁhotosystem

photosystem |

photosystem Il

plastid thylakoid membrane

thylakoid membrane

antioxidant activity

ATPase-coupled transmembrane transporter activity

chitin binding

chlorophyll binding

endopeptidase inhibitor activity

endopeptidase regulator activity

glucosyltransferase activity

glutathione transferase activity

heme binding

. munomgr enase activity

_NADéP)H oxidase H202-forming activity

. _ oxidoreductase activity, acting on AD(Pt)H

oxidoreductase activity, acting on P)H, oxygen as acceptor

oxidoreductase activity, acting on peroxide as acceptor

peptidase inhibitor activity

peptidase regulator activity

. . peroxidase activity

primary active transmembrane transporter activity

serine-type endopeptidase inhibitor activity

. . tetrapyrrole binding

transferase activity, transferring alkyl or ﬂ,'}' snther than methyl) groups

UDP-glucosyltransferase activity

UDP-glycosyltransferase activity
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10 (4.55%)

13 (3.99%)
18 (4.99)

15 (7.81%)

b s
4 (13.33%)
14 (3.379%)

EiliiEh

Cellular component

14 (3.23%)
10 (9.62%)
10 (25%)

14 (3.379%)

10 (17.24%)

e R
12 (3.64%)

Molecular function

L a@sw
L zeew)
L T(asw)

24 (5.18%)

21 28

HEXE Gene Number

Elss ERFEEEGOEH
Fig. S5 Differentially expressed gene GO enrichment
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Fig. S6 Statistics of transcription factor families

AP2/ERF-ERF 131 (7.22%)
BbHLH 118 (6.5%)

MYB 103 (5.68%)

C2H2 102 (5.62%)
WRKY 85 (4.69%)

NAC 81 (4.47%)

bZIP 63 (3.47%)
MYB-related 55 (3.03%)
Others 49 (2.7%)

C3H 49 (2.7%)

others 978 (53.91%)
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