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Introduction

single-tube long fragment read (stLFR), a technology that 
enables sequencing of data from long DNA molecules using 
economical second-generation sequencing technology.

Nature Biotechnology 39 (2021)

The Unified Human Gastrointestinal Genome 
(UHGG) collection, comprising 204,938 
nonredundant genomes from 4,644 gut 
prokaryotes.

Genome Research 29(5): 798–808. (2019)



MetaTrass assembler pipeline and its principle  



Benchmark tests by using MOCK10 standard sample
Table. stLFR sequencing basic information for MOCK10 (B). Different method assembly results assessment for MOCK10

(A). MOCK10 data and assembly methods



MetaTrass deployed on four human gut sample 

• Obtain a high and consistent 
percentage of the genome

• Get Contig N50 boost from Kb to Mb 
range

• Overall high genome completeness
and low levels of contamination

• Obtain a considerable amount of high-
and medium-quality genomes at the 
single bacterial level



Method comparison with genome quality and taxon level



The high-quality single-species composition of one sample



MetaTrass applied on 10X genomics data (MOCK20）



Software performance and download

https://github.com/BGI-Qingdao/MetaTrass

• Time consumption between different assembly tools

• MetaTrass’ performance

• Freely download from Github repository

https://github.com/BGI-Qingdao/MetaTrass


Summary
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⚫ MetaTrass is the first metagenome assembly tool implemented by binning-first-

assembly-later strategy and it is freely available at https://github.com/BGI-

Qingdao/MetaTrass.

⚫ MetaTrass integrates the cobarcoding and the reference genome information 

to achieve high capability of generating high-quality genomes at species level for 

the human gut microbial communities.

⚫ MetaTrass uses the cobarcoding correlation between short length 

reads to reduce false negatives in conventional taxonomic binning and improve 
the continuity of draft assemblies.
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iMeta: Integrated meta-omics to change the understanding of the biology and environment

“iMeta” is an open-access Wiley partner journal and launched by scientists of the Chinese Academy of Sciences. iMeta aims to
promote metagenomics, microbiome and bioinformatics development by publishing original researches, methods or protocols,
and reviews. The goal is to publish highly quality papers (Top 10%, IF > 15) targeting broad audience. Unique features including
video submission, reproducible analysis, figure polishing, APC waiver, and promotion by social media with 500,000 followers.
The first issue released in March 2022.
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