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Table S1. qPCR primer sequences and reaction conditions.

Targeted Primer sequences (5'—3’) Afnplicon Tm Reference
genes size (bp) (°O)
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Table S2. The standard curve showed a linear relationship.

R? linear relation Eff.
. Y =-3.382*LOG(X
Aeromonas hydrophila 0-99 3.382"LOG(X) + 97.60%
43.61

0.99 Y =-3.531*LOG(X) + o
Arcobacter sp. - 49.49 92.00%

. 0.99 Y =-3.602*LOG(X) + o
Bacillus cereus 5 46.79 91.50%

) 0.99 Y =-3.862*LOG(X) + o
Bacteroides sp. 3 49.36 89.50%
E. coli 0.99 Y =-3.490"LOG(X) + 110.00

Lot 1 45.21 %

. 0.98 Y =-3.658*LOG(X) + o
Legionella sp. 9 4703 89.40%

) 0.99 Y =-3.398*LOG(X) + o
Mycobacterium sp. 9 43,58 96.90%

. 0.99 Y =-3.441*LOG(X) + o
Total bacteria ” 43.80 95.30%
0.99 Y =-3.265"LOG(X) + 102.40

Total fungi 5 45.40 %




