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Abstract

Metagenomic data has the characteristics of high volume and complexity. As for data type of metagenomics, it covers
metadata and sequencing data. Before performing in-depth functional analysis of metagenomic data, strict quality control
for these metadata and sequencing data are needed, so as to ensure the validity and correctness of subsequent data analysis.
The quality control process of metagenomic data was described in detail, which included information checking of metadata
and sequencing data, filtering of low quality fragments, and so on. A pre-processing specification for metagenomic data

analysis was presented, and a solid foundation for big data analysis of microbiome was provided.
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BIG DATA RESEARCH K&

2

(1977=), W, 4, R 2B A4 Rl S 0 58 B A 522 KA v O RIRFIE 61, R IT 7
AT A2 | 2R G A 28 DO A 0 15 2 R B (T 425 30

(1981-), BB, flit:, PR be b R d B2 BF 5e Be AR B2 KR D RIRTGE 0, EZEHEFT T
LR B2 KRR R 2 4

(1989 -), %, HE R BT L L Bl 22 B 58 B A W 8 2 KB O DR 0, SRR 5 07 a2
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B G A BRI

(1955-), 53, Pt B2 B B A ay B 2m O 5 Be A R A B oD 7S 5, EZERT S 75 17
NI RS KR R T 5T

(1978-), 5, f4, hE B 2EBE_ B A G R A 0T TS b AW B KER O AT 5 0y, BB T
O L) R 2 A0 P RO R (R
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