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S1 [Hlumina high-throughput sequencing
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Fig. S1 Microbial diversity of enriched bacteria at the genus level.
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Fig. S2 The Rank-Abundance curves of enriched bacteria.
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S2 Metagenomic analysis of enriched LC06

S2.1 Number of reads identified for cell function in enriched LC06

Aging
Circulatory system
Development and regeneration i
Digestive system J

Endocrine system

Il Organismal Systems
Metabolism
Il Human Diseases
Cellular Processes
Il Genetic Information Processing
Il Environmental Information Processing

Environmental adaptation
Excretory system J
Immune system
Nervous system |
Sensory system |
Amino acid metabolism |
Biosynthesis of other secondary metabolites NS

Carbohydrate metabolism

Energy metabolism

Global and overview maps

Glycan biosynthesis and metabolism
Lipid metabolism

Metabolism of cofacters and vitamins :

Metabolism of other amino acids _|
Melabolism of terpencids and polyketides |
Mucleotide metabolism | ——

Xenobiotics bicdegradation and metabolism _
Cancer overview M

Cancer specific types

Cardiovascular disease
Drug resistance: antimicrobial

Drug resistance: antinsoplastic

Endocrine and metabolic disease

Immune disease
Infectious disease: bacterial
Infectious disease: parasitic

Infectious disease: viral

Neurodegenerative disease

Substance dependence
Cell growth and death
Cell motility _|

Cellular community - eukaryotes
Gellular community - prokaryotes

Transport and catabolism

Folding, sorting and degradafion
Replication and repair I

Transcription
Transiation  —
Meambrans transport  EE—

Signal fransduction  —

Signaling molecules and interaction

T T T T T T 1
2000000 4000000 6000000 8000000 10000000 12000000 14000000
Number of reads

Fig. S3  Number of reads identified for cell function of enriched LCO6.



24  S2.2 ldentified enzymes for xylose degradation in enriched LCO06
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27 Fig. S4 Identified enzymes for xylose degradation in enriched LCO6.
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30  Fig. S5 Pentose and Glucuronate pathway in LC06 (Marked by red line).
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PENTOZE PHOSPHATE PATHWAY |
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Fig. S6 Pentose phosphates pathway in LC06 (Marked by red line).




36 S2.3 Identified enzymes for ethanol degradation in Pentose and

37  Glucuronate pathway
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Fig. S7 Pyruvate metabolism in LC06 (Marked by red line).




43 S2.4 Fatty acid metabolism pathway in enriched LCO06
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46 Fig. S8 Identified fatty acid metabolism pathway in enriched LC06 (Marked by red line).
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S2.5 identified enzyme in RBO pathway of enriched LC06
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Fig. S9 identified enzyme of EC 4.2.1.17 in RBO pathway of enriched LC06 (Marked by red line).
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