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Figure S1. Pre-experiment conducted to get the optimum concentration of Melatonin (M -
Ci3H16N202), copper (Cu — CuSQs4) and salt (S — NaCl). (a) M: 50 uM. (b) M: 100 uM. (¢) M: 150

uM. (d) Cu: 150 uM. (e) Cu: 200 pM. (f) Cu: 250 uM. (g) NaCl: 100 mM. (h) NaCl: 150 mM. (i)
NaCl: 200 mM.
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Figure S2. Comparative analysis of common DEGs identified in M, stress and stress+tM
treatments. (a) Common and unique DEGs between comparisons (i) S/SM/M (64 common DEGs),
(ii) Cu/CuM/M (38 common DEGs), (iii) SCu/SCuM/M (71 common DEGs). (b) Differential
expression of common DEGs (i) comparison: S/SM/M (ii) comparison: Cu/CuM/M (ii
comparison (iii) comparison: SCu/SCuM/M.
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Figure S3. Top 20 GO terms of the DEGs under different treatments. (a) GO terms: CK-vs-S (b)
GO terms: S-vs-SM (¢) GO terms: CK-vs-Cu (d) GO terms: Cu-vs-CuM (e) GO terms: CK-vs-
SCu (f) GO terms: SCu-vs-SCuM. The size of circular dots shows the number of DEGs in each
GO term. The color bar from green (min) to red (max) shows the enrichment of GO terms based

on Q-Values of DEGs.
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enriched pathways of the DEGs under different treatments. (A)
Pathways: CK-vs-S (B) Pathways: S-vs-SM (C) Pathways: CK-vs-Cu (D) Pathways: Cu-vs-CuM
(E) Pathways: CK-vs-SCu (F) Pathways: SCu-vs-SCuM. The size of circular dots shows the
number of DEGs in each GO term. The color bar from green (min) to red (max) shows the
enrichment of GO terms based on Q-Values of DEGs.
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Figure S5. Distribution of transcription factor in differentially expressed pitaya (Selenicereus
undatus) transcriptome sequences. Pie plot exhibit that S1Fa-like, MYB, AP2/ARF, RAV, GATA,
CAMTA, bHLH, NAC, GRAS and WRKY are the largest transcription factors families expressed in
pitaya under different treatments of salt, copper and melatonin.
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Figure S7. Top 20 GO and KEGG enriched pathways of the DEGs in different modules (a) GO

terms: Dark green module

(b) GO terms: Dark grey module (¢) GO terms: Grey module (d)

Pathways: Dark green module (e) Pathways: Dark grey module (f) Pathways: Grey module. The
size of circular dots shows the number of DEGs in each GO term. The color bar from green (min)
to red (max) shows the enrichment of GO terms based on Q-Values of DEGs.



