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Supplementary Figure S1 Pearson correlation check for the sequencing data in group A. A1, A2, A3 were the three independent 

biological replicates in group A. The RPKM value for each gene was calculated as per the Materials and methods section. The 

log10(RPKM+1) were used to calculate the Pearson correlation coefficient R
2. The sequencing data with a coefficient R2 > 0.8 

was considered to be high quality.
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Supplementary Figure S3 Pearson correlation check for the sequencing data in group C. C1, C2, C3 were the three independent biological 

replicates in group C. The RPKM value for each gene was calculated as per the Materials and methods section. The log10(RPKM+1) were 

used to calculate the Pearson correlation coefficient R2. The sequencing data with a coefficient R2 > 0.8 was considered to be high quality.

Supplementary Figure S3 Pearson correlation check for the sequencing data in group C. C1, C2, C3 were the three independent biological 

replicates in group C. The RPKM value for each gene was calculated as per the Materials and methods section. The log10(RPKM+1) were 

used to calculate the Pearson correlation coefficient R2. The sequencing data with a coefficient R2 > 0.8 was considered to be high quality.

Supplementary Figure S3 Pearson correlation check for the sequencing data in group C. C1, C2, C3 were the three independent biological 

replicates in group C. The RPKM value for each gene was calculated as per the Materials and methods section. The log10(RPKM+1) were 

used to calculate the Pearson correlation coefficient R2. The sequencing data with a coefficient R2 > 0.8 was considered to be high quality.



Supplementary Figure S4  The calibration curve of the vitamin B1 and B6 standards  

y = 22107x - 1950.6 
R² = 0.9947 

y = 30807x - 2068.6 
R² = 0.9987 
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