
Supplementary data 

 

Supplementary Table 1: Physiochemical measures of DNA extracted from the fixed and non-fixed E. 
coli cells based on averages of three replicates. 

 

 

Supplementary Table 2: Physiochemical measures of DNA extracted from the NIBSC WC-Gut-RR 
before (average of three replicates) and after lyophilisation (average of five replicates) 

 



 

Supplementary Table 3: Technical specifications of the DNA extraction kits used. Steps included in the 
manufacturer’s manual for each kit  are indicated using the symbol “+” and steps not included are 
indicated with “-”. 

 

 

Supplementary Table 4: Physiochemical measures of DNA extracted from the NIBSC WC-Gut-RR after 
lyophilisation; average based on five replicates and the Coefficient of Variation (CV%) of DNA Yield, 
DNA Integrity, DNA Purity. 

 

 

Supplementary Table 5: FDR adjusted p-value calculated using the Kruskal-Wallis test, comparing the 
relative abundance of each strain in DNA-RR with those found in the WC-RR and of which DNA 



extracted from each kit, FDR adjusted p-value > 0.05 is shown in bold. The data was analysed using 
Shotgun Sequencing and the MetaPlAn3 bioinformatics tool. 

 

Supplementary Table 6: P-value calculated via PERMANOVA, comparing the b-diversity (Bray-Curtis 
matrix) of the samples. The data was generated using Shotgun Sequencing and the MetaPlAn3 
bioinformatics tool. 

 

 



Supplementary Table 7: FDR adjusted p-value calculated using Tukey HSD following ANOVA, 
comparing the relative abundance of Gram-negative bacteria, using DNA extracted from the different 
DNA extraction kits, analysed using Shotgun Sequencing and the MetaPlAn3 bioinformatics tool. 

 

 

Supplementary Table 8: FDR adjusted p-value calculated using the Kruskal-Wallis test, comparing the 
relative abundance of each strain in NIBSC DNA-Gut-Mix-RR with those found in the WC-RR and of 
which DNA extracted from each kit, FDR adjusted p-value > 0.05 is shown in bold. The data was 
analysed using 16S Amplicon Sequencing and the QIIME2 (Deblur) pipeline. 

 

 



Supplementary Table 9: P-value calculated via PERMANOVA, comparing the b-diversity (Bray-Curtis 
matrix) of the samples. The data was generated using 16S Amplicon Sequencing and the QIIME2 
(Deblur) pipeline. 

 

Supplementary Table 10: FDR adjusted p-value calculated using Tukey HSD following ANOVA, 
comparing the relative abundance of Gram-negative bacteria, using DNA extracted from the different 
DNA extraction kits, analysed using Shotgun Sequencing and the MetaPlAn3 bioinformatics tool. 

 

 

Supplementary Table 11: FDR adjusted p-value calculated using Tukey HSD following ANOVA, 
comparing the relative abundance of Gram-positive bacteria, using DNA extracted from the different 
DNA extraction kits, using five different mock communities; NIBSC WC-RR, ZYMO, ATCC-MSA 2002, 



ATCC-MSA 2003, ATCC-MSA 2006. The data was generated using Shotgun Sequencing and the 
MetaPlAn3 bioinformatics tool. 

 



Supplementary Table 12: Composition of commercial reagents used in this study. 

 


