Microbial community signature

Principal Component Analysis (PCA) of bacterial communities CE-SSCP profiles including
discriminant peaks. Triangles represent the wet group, squares represent the dry group and
circles represent the highly dry group. Since there is no correlation between profiles and TS

content, the butyric acid production is attributed to a metabolic shift and not to the

emergence of new population.

H
PN
=) .
=] : i
o a 8
AN
I P
- . ~
33% .. 0
0 <. “
S 'i RN SR
S | : e
\ -
o : ". A .
\ , N g
‘- P Ji2swb W
! S
Q \ ' ; : . -
= ' / H “
A S A S— 2. R
N o ' W : 19%
o ‘. ) o E N \J §
iy i .
5 8 N A \‘“
QO <© P
(al (e ] T g ,’,r: -
7 | L v
' 28%a |
l’ ! i r H
v :
,r’ Il ,’ # H
b ‘ ,', "; :
| A/
:
< ;
.
)
¥’
.
)
;
[9] g
o
o M
! 7
y
;
A
I I I | T I I |

015 -010 005 000 005 010 015 020
PC1 (48.1%)

Material and method
The microbial communities of the digestate were evaluated according to their fingerprint

profile. DNA extraction was performed according to the protocol present in Rousselon, et al.



(2004) [1]. After extraction and purification, the protocol was the same as described in
Abbassi-Guendouz et al. (2013) [2]: PCR (Polymerase Chain Reaction) amplification of the
16S rRNA genes for bacteria followed by CE-SSCP (Capillary Electrophoresis Single-Strand
conformation polymorphism). CE-SSCP profiles were analyzed, according to the protocol of
Quéméneur et al. (2011) [3] using GeneScan software (Applied Biosystems) and the
StatFingerprints R library Michelland et al. (2009) [4]. The CE-SSCP fingerprinting profiles
were studied by Principal Component Analysis (PCA) performed with R software (version

2.15.1 [5]) using the vegan library.
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