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project site: http://emigrate.bio.uth.gr




DEPARTMENT OF
Biochemistry &
Biotechnology

UNIVERSITY OF THESSALY

q

° II/I

o
S 4 X—x__
X\
X
8 | X\:y;
108B SN T
32
(o) 8 — $ ~— \X
N = .
m o | 13 13
= X
— %\
o | 13 13
4\
13 13 )
O -
time
12C-TBZ 13C-TBZ light fraction
1.0 ——
p——
0.8 i
0.6
0.4
0.2
............................... 0.0 -

30%

100% 24h post 100% 10% 30%

100% 24h post 100%
TBZ degradation (% of initial)

10%

~

30%

X\X—X

13C-TBZ heavy fraction

B Microbacterium B Rhizobium M Novosphingobium B Thiobacillus
W Filimonas W Hyphomicrobium [ | f/)hingomonas B Thiohalobacter
| Bradyrhizobiaceae W Shinella B Hydrogenophaga B <2 % relative abund.

100% 24h post 100%

Filimonas

Sphingomonas

Thiobacillus

Diversity and the k

Shinella Novosphingobium

Sphingopyxis

TBZ SUC

Rare taxa

ey degrader

TBZ

TBZ SUC TBZ SUC

TBZ SuUC

TBZ SUC

TBZ SUC

suc

TBZ vs SUC (h36-138)

[
3
S N
o 8 @ _
I N
- :
%R AT ¥
K
N
|. s § 8. ﬂ.‘
]
' 8 g % }
| 3
sg”
& N
| o
< x
[ g, [
s - .
} AL S
TR T}
S
et g8,
Y © o
I LA
S E
Q m
! T
x ) x
X [S)) *
L IS S 5 L
S E 3" 4
> 5
TS
b S E
. N P S
< x
)
1] 3—'»
]
} §s°
g N
| e
3
S 9
| g 3}
I T T T 1 E T T T T
.0 0.2 0.4 0.6 0.8 0.0 0.2 0.4 0.6
proportion proportion

0.8

MARIE CURI

)]
2
0
-
0
<q
E



DEPARTMENT OF

Biochemistry &

A)[ ) Biotechnology Omics approach

UNIVERSITY OF THESSALY

q

ACTIONS

£

®
MARIE CURIE
Meta- 30,0
thiabendazole 2,50E+07 satabolite
0 : 25,0 ‘\a\ 2,00E+07
genomics: 6 abundant bins (a Sphingomonas, a Bradyrhizobiaceae, a y-Proteobacterium, three Hydrogenophaga) o N -

€ 20,0

‘| OSB bolomics: main metabolite identified 1,3-thiazole-carboxamidine

=
w1
(@}

'1 2 3456 7 8 91113151821

\—¢ —

‘\
1,00E+07
N N. 5,00E+06
=<
N 0,00E+00
"
intens.
e

Concentration (ug
5
(@]

. . . 5 .
o TBZ/SUC transcriptomics: communication/auxotrophy/degradation B
g 5,0 Z . Fa®
e 4 -TBZ (2986 genes) 3 m TBZ " " ] l
Ve : s ]  Bin 23F Hydrogenophaga cobalamin production associated locus m SUC w07 w6 D e Lt
ope] 581 0.0 3 o % % % ™y
o ! e =d o iy = - o o S i 2N o AN,
% o -{18671-genes) - ) s o (5 1 2 3 4 5 6 7 8 9 11 13 15 18 21
fe] 3 2 o & «® P o & & o° @ & o o
L("> — I 1 2w I I I oo e
(=11 T
o _| = Wi i
= SUC (408 genes) 3 5: 2 . 5 B I
w | xd - LI o i LR =58, W e -
- ‘ ‘ ‘ : (I s L s
5 . - i & & & o «© & o @ o o
mean Iog CPM (2% L e 1% e = hw o =
TBZ at 24h post dissipation / TBZ at 40% degradation S 5 I
~N
LI s i ; I
- '. wm, W, a_ w. m g 0% 4 o
© | TBZ.24 h after 100% degradation (1046 genes) -4
2F i / g of & WP «® & & of e o o« o
L& L . . I i K I I I i I I
S © y 18651-genes)--——-—- T
o A § .% i "
o | o ’_i L _—
N s - . . 3 gﬁ’@e & o
. TBZ.40% degradation of initial (2268 genes) P o

2kb

o I il Thank you!!!

mean log CPM




