Supplementry Materials Figure S1. Number of Differentially Expressed Genes identified by
DESeq2 and edgeR in two cucumber DH lines under waterlogging stress
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Supplementary Materials Figure S2. Pictorial representation of genes in WL-T DH2 and
WL-S DH4 accessions associated with various MapMan functional metabolism categories
under waterlogging stress.
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Supplementary Materials Figure S3. Pictorial representation of genes in WL-T DH2 (A,
B) and WL-S DH4 (C, D) accessions associated with MapMan functional regulation
overview under single (1xH) and repeated (2xH) waterlogging stress.
1xH 2xH
A B

k: |:

DH2

DH4




