
Supplementary Table S1. Summary of RNA-seq data and quality control metrics for all 

samples of Macrobrachium nipponense. 
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The table details the sequencing throughput and quality statistics for each biological replicate. 

Samples are labeled according to their group: control (M-Co) and survival (M-Su); and tissue: 

gill (Gi), hepatopancreas (He), and muscle (Mu). The metrics include: 

Clean reads: The number of high-quality sequences retained after raw data filtering. 

Clean data (bp): The total base pairs of clean data. 

GC content (%): The percentage of guanine and cytosine nucleotides in the clean sequences. 

Q20 (%) / Q30 (%): The percentage of bases with a Phred quality score greater than 20 

(indicating a base call accuracy of 99%) or 30 (base call accuracy of 99.9%). 

Mapped reads: The number of clean reads that were successfully aligned to the reference 

genome of M. nipponense. 

Mapping ratio (%): The percentage of clean reads that were successfully aligned (Mapped 

reads / Clean reads × 100%). 


