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Age-related macular degeneration (AMD) is an important ocular disease that
is one of the leading causes of blindness in adults. In this study, we investigated the relationship
of blood oxidative stress marker (i.e., oxidative stress level (dROM) and antioxidant capacity
(BAP)) with exudative AMD (wAMD) using a free radical analyzer. The results showed that dROM was
significantly higher in the wAMD group (P<0.01). Next, we extracted DNA from the feces of the wAMD
patients, then, performed 16s rRNA sequence. The results showed significant changes in the
composition of the phylum Bacteroidetes and Verrucomicrobia in wAMD. This study suggests that
oxidative stress and changes in the gut microbiota are associated with the pathogenesis of wAMD.
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I «__Bacteria;p__Cyanobacteria  0.0% [ 0.0% |[ 0.0%
I «__Bacteria;p__Firmicutes 42.3% [40.5%|(44.2%

k__Bacteria;p__Fusobacteria 01% 0.1% 0.0%

k__Bacteria;p__Lentisphaerae 0.0% 0.0% 0.0%

k__Bacteria;p__Proteobacteria 5.9% 6.5% 5.4%
N k__Bacteria;p__SR1 0.0% | 0.0% | 0.0%
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I k__Bacteria;p__Synergistetes  0.2% | 0.4% | 0.0%

[ k_Bacteria;p__TM7 0.0% | 0.0% | 0.0%
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PC1 - Percent variation explained 33.95%
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