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A corrigendum on 


The effect of low-abundance OTU filtering methods on the reliability and variability of microbial composition assessed by 16S rRNA amplicon sequencing
 by Nikodemova M, Holzhausen EA, Deblois CL, Barnet JH, Peppard PE, Suen G and Malecki KM (2023). Front. Cell. Infect. Microbiol. 13:1165295. doi: 10.3389/fcimb.2023.1165295





Error in Figure/Table

In the published article, there was an error in Table 2 as published. Table 1 was incorrectly duplicated, while Table 2 was omitted. The corrected Table 2 and its caption The effect of filtering method on difference α-diversity metrics appear below.


Table 2 | The effect of filtering method on different α-diversity metrics.



The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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Filtering method Observed Chaol Shannon Inverse

OTUs Mean (SE) Mean (SE) Simpson
Mean (SE) Mean (SE)

Nofiltering
ANOTUs incuded 266 (45) 3509 (76) 320300 13289 (049)

Based on OTU abundance in whole dataset

Filler OTU with <0.1% abundance in dataset 06 907" 292 003 11299 (039

Filler OTUs without >10 eads inat et one sample i dataset 155 @1 2190 @6 3218009 13196 (049)
Based on OTU abundance in individual sample.

Filler OTU with one read 158 27 1527 32009 15205

Fillr OTUs with < 10 rads 106 (13 10603 s161 003" 12955 (049
Based on OTU abundance in triplicate.

Filler OTUs without 210 eads inat st o ofthe 2 14 ar 21 003) 13029 (049)
three replicstes

Fillr OTUs i ot present n all thre replcates 169 22 1822 2o 3206 (003) 13141 (049)

~p<005 va All OTUS inchaded, *'p<0.001 vs All OTUs incuded.





