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Shute et al 2021, Supplementary Figure 2A-C
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Shute et al 2021, Supplementary Figure 2D-E
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Shute et al 2021, Supplementary Figure 3
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Shute et al 2021, Supplementary Figure 4
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Shute et al 2010, Supplementary Figure 5
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Shute et al 2021, Supplementary Figure 6A, B
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Shute et al 2021, Supplementary Figure 6C, D

DeSeq2 Results: Comparing control donor against H. diminuta donor
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Shute et al 2021, Supplementary Figure 6E

DeSeq2 Results: Comparing control post-DNBS against H. diminuta post-DNBS
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Shute et al 2021, Supplementary Figure 7
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Shute et al 2021 Supplementary Figure 8
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