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Supplementary Fig 8 miRNA target co-expression and score based network reconstruction for
miR-5021; selected miRNA are shown in first layer while co-expressed transcripts from
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Supplementary Fig 1 Top ten Biological Process (BP) in Jatropha Healthy (JH) condition
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Supplementary Fig 2 Top ten Molecular Functions (MF) in Jatropha Healthy (JH) condition
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Supplementary Fig 3 Top ten Cellular Components (CC) in Jatropha Healthy (JH) condition
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Supplementary Fig 4 Top ten Biological Processes (BP) in Jatropha virus infected (JV)
condition
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Supplementary Fig 5 Top ten Molecular Functions (MF) in Jatropha virus infected (JV)
condition
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Supplementary Fig 6 Top ten Cellular Components (CC) in Jatropha virus infected (JV)
condition
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Supplementary Fig 7 miRNA target co-expression and score based network reconstruction with

associated pathways; selected miRNA are shown in first layer while co-expressed transcripts

from transcriptome, shortlisted candidate targets based on the score and corresponding pathways

are represented in second, third and fourth layer respectively
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Supplementary Fig 8 miRNA target co-expression and score based network reconstruction for
miR-5021; selected miRNA are shown in first layer while co-expressed transcripts from
transcriptome, shortlisted candidate targets based on the score and corresponding pathways are

represented in second, third and fourth layer respectively
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