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The down-regulated DEGs. (b) The up-regulated DEGs.

Figure S5. DEGs parted in the longevity regulation pathway-worm pathway of Pa. marginatus.
Figure S6. Correlation analysis between RT-qPCR and De novo data of 10 selected genes
expression levels, respectively. Each color point represents a value of fold change of expression
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mailto:fjw9238@163.com

Table S2. KOG_ classification.
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Figure S1. Modified plastic box and experimental

breeding. 1 Reconstructed transparent plastic round box

(top view);



2. Reconstructed transparent plastic round box (front view);

3. Cultivation of Paracoccus marginatus in artificial climate chamber.
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Figure S3. GO enrichment analysis of the DEGs.

of the length of all unigenes in Pa. marginatus.
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(a) KEGG Pathway Enrichment Bubble Diagram
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Figure S4. Scatterplot of enriched KEGG analysis of the up and down-regulated DEGs. (a)

The down-regulated DEGs. (b) The up-regulated DEGs.



otein sgggation
pioten sggegat

. Dys
77777777777777777777 »[asE 08— [Grsps |- — —» Ibitinof
[ooez]
AY
DN& AY
Osidtiestoss ———— AP 5EiC] o M ———e S ———eo—+oos] —— > JEnee
AN
N\,

LONGEVITY REGULATING PATHWAY - WORM
Ey
T WL
=
pirs
- O—» — ™ Stress. xeslsnnae\
\
- \
\
2 \
\
\
\
\

(Steess, etc)

Dist
mstrction

DivA
-O—»[FT6 |—» o———
Oleie acid /
s

i
v
)
S
i [vL1 ] HIF-1 saburation
7
I
s
Mitoshoneril enfokded protein esponse (UPES! ) ] /
Chaperones / //
] Frteses i1
LN Antiogdants __
L ————
[cieP ] witophegy /
Gyeolyos J
!
!

Hyporie
ot

3
J
> —
B Mitochondrial biogenesis
T,
i
DNA /

i o
A

Mitanncler protein
imbalance
Delayed response.

04212308017
() Kanehisa Laboratories

Figure S5. DEGs parted in the longevity regulation pathway-worm pathway of Pa. marginatus.
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Figure S6. Correlation analysis between RT-qPCR and De novo data of 10 selected genes

expression levels, respectively. Each color point represents a value of fold change of expression

level at TF6 comparing with MF6.
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Figure S7. DEGs parted in the Drug metabolism - cytochrome P450 pathway of Pa. marginatus.



