
0.000

0.005

0.010

0.015

0.020
R

e
la

ti
v
e
 a

b
u
n
d
a
n
ce

class: PT_NP_PP class: RC_NP_PP

K_Bacteria.P_Saccharibacteria__TM7_.C_Saccharibacteria__TM7___C_1_.O_Saccharibacteria__TM7___O_1_.F_Saccharibacteria__TM7___F_1_.G_Saccharibacteria__TM7___G_1_.S_bacterium_HMT_349


