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Abstract: Biogenic coal-bed methane (CBM), a kind of unconventional gas resources, has been observed
in different coal-rank basins. The composition and the diversity of microbial community involved in
biogenic CBM have been investigated by metagenomics and high-throughput sequencing. It is
fundamental for unravelling the mechanism of biogenic CBM. This review focuses on recent advances in
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microbial diversity, metabolic pathway, and the function of microbial community in biogenic CBM
production. The associations between coal ranks and microbial diversity are further discussed and

analyzed.
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Figure 1 Hierarchical cluster analysis of the composition of archaeal community in biogenic CBM with different coal ranks
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Note: a: Qinshui basin, China, anthracite™; b: San Juan basin, USA, bituminous coal®; ¢: Illinois basin, USA, bituminous coal®?¥; d:

Jingmen-Dangyang basin, China™; ¢: Ordos basin, China!"®; f: Queensland, China®; g: Qinshui basin, China, anthracite™; h: Powder

River basin, USA, subbituminous coal[28’30]; i: Yima coal mine, China, lignite[m.
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Figure 2 Hierarchical cluster analysis of the composition of bacterial community in biogenic CBM with different coal ranks
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W 8 DS A R A% 5 TS R R % A A
Fbk X4 RS Guo ZPURIBFS S A, i
AR IO 7K Z S AT 40 DX A= 30 s DR J2 AR R KR
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I (Ascomycota) Fl1#H [ ] (Basidiomycota) 4 {1
P
3 RHE
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