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Q1：  
Evaluate frequency of potential index

misassignment caused false positives on each
sequencing platform 

Part 2 
Samples From 3 Typical

Ecological Systems
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Total 54 sequencing data sujected to QC and Clustering 
Comparison of alpha diversity indexes based on different sequencing platforms

Q2: 
How index misassignment caused false positives

could affect the microbial composition with
differential abundances and estimation of

community diversity for samples with different
complexity

Part 3 
Case Study of Cow

Rumen Samples

Novaseq 6000 DNBSEQ-G400 
~60K tags

NovaSeq 6000 
~60K tags

Same QC and
Clustering Process 

Community
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Q3: 
How index misassignment caused false positives

could affect the interpretation of microbial
ecological roles and community assembly

process

Sequencing introduced false positive rare taxa lead to distorted microbial community diversity, assembly, and
interaction interpretation in amplicon studies



  

