
0.000

0.002

0.004

0.006

0.008

0.010

R
e
la

ti
v
e
 a

b
u
n
d
a
n
ce

class: SAA_KO_BL_HFDclass: SAA_KO_HFDclass: SAA_KO_Normalclass: WT_HFDclass: WT_Normal

K_Bacteria.P_Firmicutes.C_Clostridia.O_Eubacteriales.F_Lachnospiraceae.G_Lachnoclostridium.S__Clostridium_aminophilum_nov_87_476


