The potential of cyanobacterium Nostoc sp. as the primary producer in the life-support system on Mars
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Figure S1. Venn diagram of gene sets of different groups
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Figure S2. Related metabolic pathway maps of DEGs between laboratory control group and flight group. Pathways in red were the up-regulated genes located; Pathways in green were the downregulated genes located.
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Figure S3. Related regulatory pathway maps of DEGs between laboratory control group and flight group. Pathways in red were the up-regulated genes located; Pathways in green were the downregulated genes located.
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Figure S4. Multiple sequence alignment of psbA protein; Mutation position is highlighted with a blue triangle.
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