Diversity Analysis of Hydrolysis Microbial Structure in Anaerobic Digested Organic Solid Wastes .
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Table2. Result of sequencing.

Sample Occupy rate Clone genes & organism. 1D(%)
A (9/22¢lone)  Lactobacillus casei 97
B (5/22clone)  T.proteolyticus 98
C (2/22clone)  Leuconostoc citreum 98
D (1/22clone)  Lactobacillus plantarum 98

Desulfotomaculum
E (1/22clone) 86
thermosapovorans.
F (1/22clone)  Lactobacillus viridescens. 98
G (1/22clone)  Rahnella genosp. 3 99
H
Sample Occupy rate Clone genes & organism. 1D(%)
Methanobacterium
A (39/42clone) 98
thermoautotrophicum
B (3/42clone)  Methanosarcina thermophila 97

Sample | Occupy rate Clone genes & organism. 1D(%)

A | (5154clone)  Coprothermobacter proteolyticus 98
unidentified eubacterium clone

B (2/54clone) 90
BSv8L.

C (1/54clone)  Desulfonispora thiosulfatigenes 90




