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C.semilaevis

Blood collection
Y
Blood
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Standing 3h at 4°C
Centrifugation 5000rpm, 1 5Smin
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- .
Pellet Supernatant
500pul
3000rpm, I Smin
. .
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Mixing with 126ulprecipitation
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| :
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Figure 8. Flowchart for exosomes isolation from C. semilaevis serum.
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Figure 2. Nucleotide composition of exosomes in TJFISH-1 and TJFISH-2.
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Figure 7. GO analysis of targets genes related to marker miRNAs.
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