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

Nature Biotechnology 39 (2021)

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

Genome Research 29(5): 798-808. (2019)
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Software performance and download

* Time consumption between different assembly tools * Freely download from Github repository

Assembler Thread Runtime (min) & BGI-Qingdao / MetaTrass ' Public
number <> Code (%) Issues 1 i) Pullrequests () Actions [ Projects [ Wiki () Security |~ Insights {8 Settings
All H Gut meta0l H_Gut Meta02 H_Gut Meta03 P_Gut Meta0l
Samples ¥ main ~ ¥ 1branch © 0 tags Go to file Add file = m
IBDA-UD 6 863 884 91 1 2657 < QYanwei Merge branch 'main’ of https://github.com/BGI-Qingdao/MetaTrass 466a2¢3 7 days ago YO 154 commits
MEGAHIT 16 179 161 163 61 1 M MetaTrass fixed depth argument 9 months age
BB Test add demo test data and result last month
MetaSPAdes 16 1478 1289 1429 3459 ™ bin add demo scrip 9 months ago
8 config add lane.Ist file to config 10 months ago
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‘= README.md V.
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* MetaTrass’ performance MetaTrass © BGI-Qingdao
Description:
Sample Base number | Peak RAM CPU max Time (min) ,
MetaTrass is the abbreviation to Metagenomics Taxonomic Reads For Assembly Single Species. MetaTrass is
(G b) usage (Gb) (thread) based on high-quality references with a taxonomic tree and long-range information encoded within co-barcoding
short-read sequences. The comprehensive use of co-barcoding information and references in our approach can
H—GUt—MetaOJ' 3448 502 16 5’145 reduce the false-negative effects of genome taxonomy to assemble high-quality metagenomes.
H_Gut_Meta02 35.33 55.1 16 2,631
H_Gut_Meta03 37.88 55.5 16 3,147
P_Gut_Meta01 97.2 71 16 8,363 https://github.com/BGI-Qingdao/MetaTrass
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