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Anaerobic (complexed or non-complexed cellulases)

1.1. Psychrophilic/psychrotolerant

Clostridium sp. PXYLI1 Cattle manu
1.2. Mesophilic

Clostridium aacetobutylicum Soil
Clostridium aldrichii Wood digester
Clostridium cellobioparum Soil
Clostridium cellulofermentans Soil
Clostridium cellulolyticum Rot grass
Clostridium cellulovorans Wood chips

Clostridium herbivorans Pig intestine

Clostridium hungatei Soil
Clostridium josui Comp
Clostridium papyrosolvens Paper mill
1.3. Thermophilic

Clostridium thermocellum Comp, Soil

complexed cellulases, /7 Y —A® X 5 7ol B G
non-complexed cellulases, FFEFEAARA TR L 7o\ Hi—EEH.
Y. Tamaru et al.: Environ. Technol. 2010
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GenBank Genome size No. cellulosomal

Organism accession No. (Mb) No. genes genes NGC
C. cellulovorans 743B DF093537-DF09355 5.10 4220 57 31.1
C. acetobutylicum ATCC 824 AE001437 3.94 3672 12 30.9
C. cellulolyticum H10 CP001348 4.07 3390 65 374
C. thermocellum ATCC 27405  CP000568 3.84 3191 84 39.0

Y. Tamaru et al.: Microb. Biotechnol. 2010
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Gellulosomal GHs and PLs Non-cellulosomal GHs and PLs

Organism Total GHs+PLs GHs PLs GHs PLs
C. cellulovorans 743B 92 (100%) 27 (29%) 2 (2%) 53 (58%) 10 (11%)
C. cellulolyticum H10 89 (100%) 43 (48%) 4 (5%) 42 (47%) 0 (0%)
C. thermocellum ATCC 27405 67 (100%) 49 (73%) 4 (6%) 14 (21%) 0 (0%)

GH: Glycosyl Hydrolases; PLs: Polysaccharide lyases.
Y. Tamaru et al.: Microb. Biotechnol. 2010
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Protein
Bl pyuvate ferredoxin/flavodoxin oxidoreductase
e B2 EngE (cellulase : GH family 5)
M: molecular standards; 1:binding fracti .
e S ot o B3 EngK(cellulase: GH family 9)

grown on bagasse; 2:binding fraction )
grown on rice straw. After electrophoresis, B4 ExgS(cellulase : GH family 48)
the gel was stained with Coomassie R1 pyuvate ferredoxin/flavodoxin oxidoreductase

brilliant blue. R2 ExgS{cellulase: GH family 48)
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