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Abstract: Objective To analyze the correlation between the distribution characteristics of intestinal flora and the rs3212986
polymorphism of the excision repair cross complement 1 (ERCC1) gene in esophageal cancer patients. Methods 93 esoph-
ageal cancer patients admitted to Ankang Central Hospital from April 2021 to April 2024 were selected as the observation
group, and 70 healthy volunteers were selected as the control group during the same period. 16S ribosomal DNA (16SrDNA)
sequencing technology was used to detect the intestinal flora. The changes in intestinal flora Beta, Alpha diversity, species com-
position and component abundance changes were analyzed and the distribution status of ERCC1 rs3212986 loci was compared.
Spearman correlation coefficient analysis was used to examine the relationship between intestinal flora and ERCC1 1s3212986
polymorphism. Results Compared to the control group, the observation group had higher Abundance-based Coverage Esti-
mator (ACE) index, Enterococcus spp, Saccharomyces spp, and Escherichia coli spp (t=2.475~12.188), while the coverage
index (Goods_coverage), Shannon index, Chaol enrichment index (Chaol), Simpson index (Simpson), Lactobacillus spp, Bi-
fidobacterium spp, Digestive Coccus spp, Staphylococcus spp decreased (1=2.689~27.899), with statistically significant differ-
ences (all P<0.05). The Principal Coordinate Analysis (PCoA) plots showed that the overall distance between samples in the
observation group and the control group was relatively large, indicating distinct community structure. Compared to the control
group at the genus level, the proportions of the peritrophic E. faecalis and Bifidobacterium spp decreased in the observation

group. At the phylum level, the proportions of the Actinobacteria and Bacteroidetes increased, while the abundance of the Wart
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Micronuclei and Thick-walled Bacteria decreased(’=46.363, 25.494, all P<0.05). Furthermore, compared with the control group,

the observation group exhibited a statistically significant increase in the frequency of the A allele at the ERCC1 rs3212986 AA
genotype (y’=33.951, 27.866, all P<0.05). Spearman’s rank correlation analysis showed that the ERCC1 rs3212986 A allele posi-
tively correlated with the phyla of Actinobacteria, Clostridium, and Proteobacteria (r=0.173, 0.407, 0.202, all P<0.05), while

negatively correlated with Bacteroidetes and Firmicutes (r=—0.337, —0.219, all P<0.05). Conclusions Abnormal intestinal flora

distribution features ware observed in patients with esophageal cancer, and some of the intestinal flora distribution features may

be associated with the ERCC1 rs3212986 polymorphism in esophageal cancer.
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