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Figure S1. Ko00500 (starch and sucrose metabolism) in the cotyledons of castor under salt stress. Red boxes
represent up-regulated genes, dark green boxes represent down-regulated genes, and light green and light purple

are castor-specific genes.
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Figure S2. Ko00500 (starch and sucrose metabolism) in the roots of castor under salt stress. Red boxes represent
up-regulated genes, dark green boxes represent down-regulated genes, and light green and light purple are

castor-specific genes.
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Figure S3. Ko04141 (protein processing in endoplasmic reticulum) in the cotyledons of castor under salt stress.

Red boxes represent up-regulated genes, dark green boxes represent down-regulated genes, and light green and

light purple are castor-specific genes.



