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Figure S1.  Sequence quality scores profiles for DNBSEQ (a., b.) and NovaSeq (c., d.) data (pooled subset 

of 105 samples out of 120 samples; generated with ‘plotQualityProfile’ function of DADA2). Green line 

denotes the median quality score, and orange dotted line denotes the quartiles of the quality score 

distribution. Gray-scale heat map denotes the frequency of each quality score at each base position (note 

that NovaSeq data has binned quality scores (2, 11, 25, 37), therefore the distinct heat map).



 

 

 

 

Figure S2. Relative abundance of reads per sample from DNBSEQ and NovaSeq platforms (OTU matrix#1). 

 



 

Figure S3. Correlations of number of ASVs (a.) and reads (b.) per sample recorded from DNBSEQ and 

NovaSeq platforms (Spearman R ≥ 0.95, n = 60, P < 0.001 for all cases). Procrustes test plot (c.) for ASV 

matrix and (d.) post-clustered ASVs matrix (open circle points in the Procrustes plots denote ordination 

configuration of NovaSeq data and arrows point to the configuration in DNBSEQ data ordination).  

 

  



 

 

Figure S4. Box-plots for OTU richness between DNBSEQ and NovaSeq data sets including only high 

identity Metazoan OTUs (≥98%; matrix#5; paired t-test: t = 0.131, df = 119, P = 0.896). ASV data set 

includes ASVs generated applying DADA2 pipeline on a subset of 60 samples (out of total 120 samples).  

 



 

Figure S5. Procrustes test plots for OTU tables from where the tag-switching errors have been corrected 

according to UNCROSS2 and the uncorrected OTU tables. Open circle points in the Procrustes plots 

denote ordination configuration of uncorrected data and arrows point to the configuration in tag-switch 

corrected data ordination.  


