o

ol |

27732

|
~
wop-g

oo

ADDODNDOIC Op
o
I T
/
>
N

QYUY JEOT NG
DO=2=200ODO
~N—=o1o

O 60-80m

5_60

Ao
[=1816)]
Qoo

>
~
(2]
o
_ %,—JQﬁ,_l

IN
o
o

a=o
o1
S
S

NS EN
NO =~
Sodoo0o
SEISEE

[o2]
o

> °
700 150-1000m

QY O e NGy | pirgureury Y XY

0305—*0')050’090’)—*0‘)00‘)—*—*

| \ll(J'l

1
IS
(o]
N B
oo

o

(o)
[slele)
o

Similarity 167_1000

Stress: 0,16

101040

Figure legend. Depth organisation of bacterial community structure during the DYFAMED
Il cruise analysed by (A) UPGMA dendrogram or by (B) multidimensional scaling (MDS)
generated from the CE-SSCP patterns based on 16S rDNA. Each sample is depicted by
the CTD number and sampling depth.



