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Fig 1: Distribution of SES score among the population

Experimental Design
Leaf Root

Horkuch x IR-29 L IR-29 x Horkuch Horkuch x IR-29 L IR-29 x Horkuch

Sensitive Tolerant Sensitive Tolerant Sensitive Tolerant Sensitive Tolerant
24h 72h 24h 7zh 24h 72h
Control Stress Control Stress Control Stress Control Stress Control Stress Control Stress Control Stress Control Stress
16 15 17 15 16 15 16, 14 17 15 15 15 16 16 16

24h 72h 24h 7zh zgh 72h 24h 72h
Control Stress Control Stress Control Stress Control Stress Control Stress Control Stress Control Stress Control Stress

15 16 16 14 15 17 16 16 14 16 16 15 16 15 5


mailto:zebai@du.ac.bd

Supplementary File

Fig 2: The overall experimental design and the numbers of the samples used for RNAseq
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Fig 3: Bivariate scatterplots of expression counts in leaf and root tissue across various experimental
factors. Global Pearson correlation coefficients (count data were log2 transformed) are presented for each
pairwise comparison.
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Fig 4: Heatmaps generated using genes that have been validated in earlier studies for their role in salinity
tolerance in rice. Using this candidate gene set, we explored the expression change from our sensitive and
tolerant groups by different cytoplasmic backgrounds plotted for both leaf and root tissue. At the Y axis,
genes information has been provided for both the figs. Fig A shows the similarities and variability in leaf
tissue and Fig B shows the same for root tissues.
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Supplementary File Legends

Supplementary File 1: Phenotypic data collected from the selected from different stress groups (tolerant
and sensitive progenies).

Supplementary File 2: GO mapping of unique DEGs in sensitive and tolerant population. GO mapping
of DEGs in leaf and root are shown in four separate worksheets of the supplementary excel file. Uniquely
up and down-regulated genes and associated GOs are separately listed.

Supplementary File 3: Comparison of GO enrichments and metabolic pathways associated with unique
up- and down-regulated DEGs in leaf with respect to cross-direction and treatment effects. Sheet 1 shows
significant GO enrichments rom Horkuch cross direction and sheet 2 shows the GO classes from the IR29
cross directions.

Supplementary File 4: Comparison of GO enrichments and metabolic pathways associated with unique
up- and down-regulated DEGs in root tissue with respect to cross-direction and treatment effects. Only
Horkuch progenies showed significant GO enrichments which all are shown in this file.

Supplementary File 5: A collection of genes/ transcription factors that have been cloned and validated for
their role salinity tolerance in rice and Arabidopsis. Leaf and root target genes are shown in two separate
worksheets with the expression values in our study from different experimental factors.

Supplementary File 6: The effect of treatment over sensitive and tolerant progenies are shown by GO
enrichments in leaf tissues. They are separated in 4 different sheets. Downregulated and upregulated genes
associated GO classes are for both Tolerant and sensitive plants were grouped in different sheets.
Supplementary File 7: The effect of treatment over sensitive and tolerant progenies are shown by GO
enrichments in root tissues. They are separated in 4 different sheets. Downregulated and upregulated genes
associated GO classes are for both Tolerant and sensitive plants were grouped in different sheets.
Supplementary File 8: Differentially expressed genes from leaf tissues associated to time x phenotype
effect have been shown with their fold change. Upregulated and downregulated genes for both tolerant and

sensitive plants are presented in separated sheets.
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Supplementary File 9: Differentially expressed genes from root tissues associated to time X phenotype
effect have been shown with their fold change. Upregulated and downregulated genes for both tolerant and
sensitive plants are presented in separated sheets.

Supplementary File 10: The file shows the DEGs from leaf tissues under the composite effects of
phenotype x time X treatment factors. Genes and their associated GO classes are shown here. Two sheets
list the differentially expressed genes and their associated GO classes separated by time points.
Supplementary File 11: The file shows the DEGs from root tissues under the composite effects of
phenotype X time X treatment factors. Genes and their associated GO classes are shown here. Two sheets

list the differentially expressed genes and their associated GO classes separated by time points.



