Macrophage, DEG num: 133

Glaucoma(up-reg.) vs Normal, p_adj < 0.05, |logFC| >1
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b Mast cell, DEG num: 235
Glaucoma(up-reg.) vs Normal, p_adj < 0.05, |logFC| >1
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c T/INK cell, DEG num: 2
Glaucoma(up-reg.) vs Normal, p_adj < 0.05, |logFC| >1
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