N

N

Can telomere length be estimated from fish scales to
inform on individual stress?
Gaélle Brahy, Aurélie Manicki, Maika Minjou, Francois Guéraud, Sylvie

Oddou-Muratorio, Jacques Labonne

» To cite this version:

Gagélle Brahy, Aurélie Manicki, Malka Minjou, Frangois Guéraud, Sylvie Oddou-Muratorio, et al..
Can telomere length be estimated from fish scales to inform on individual stress 7. FSBI 2024 Annual
Symposium, Jul 2024, Bilbao, Spain. hal-04701573

HAL Id: hal-04701573
https://hal.science/hal-04701573v1

Submitted on 18 Sep 2024

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.


https://hal.science/hal-04701573v1
https://hal.archives-ouvertes.fr

L]
.' IVERSITE
- DE PAU ET DES
M PAYS DE UADOUR
(]

Can telomere length be estimated from fish scales to inform on individual stress?

Gaélle Brahy | Aurélie Manicki | Maika Minjou | Frangois Guéraud | Sylvie Oddou-Muratorio | Jacques Labonne
UMR ECOBIOP 1224, EDENE, Université de Pau et des Pays de I'Adour. 64310, Saint-Pée-sur-Nivelle, France

Telomeres are non coding repetitive sequences of Various types of fish tissues have been used to carry out telomere length
TTAGGG, between 1000 and 30 000 base pairs. They are analysis, but not yet fish scales. Scale sampling is low invasive, cost and
expectedly shortening with each cell division, individual storage-effective, and scale collections are widely available databanks.
age and oxidative stress. Relative telomere length (RTL) is Here we explore the potential for scale collections to provide (1)
hence used as an indicator of stress in many taxa. estimation of RTL, and (2) information on stress.

2. Fish scale sampling: optimization for DNA extraction
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5. Take home message : .

- Greater DNA concentrations are obtained when both mucus

(here, B-actin)

RTL

and scales are used o2 3+ o2 o s
- Amount of available material does not limit DNA extraction Fish age
- RTL can be estimated through qPCR from scale material
- Intra-individual variability in RTL estimation calls for taylored 2 replicates per individual
statistical approach 106 (53%) individuals with a C, difference between replicates < 0,5

. . 165 (83%) individuals with a C, difference between replicates < 1
- Our results open a new opportunity to valorise scale

collections
- There is a potential to understand RTL variation with stress
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Telomeres are non coding repetitive sequences of Various types of fish tissues have been used to carry out telomere length
TTAGCC, between 1000 and 30 000 base pairs. They are analysis, but not yet fish scales. Scale sampling is low invasive, cost and
expectedly shortening with each cell division, individual storage-effective, and scale collections are widely available databanks.
age and oxidative stress. Relative telomere length (RTL) is Here we explore the potential for scale collections to provide (1)
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5. Results
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6. Take home message

- Greater DNA concentrations are obtained when both mucus and scales are used
- Amount of available material does not limit DNA extraction

- RTL can be estimated through qPCR from scale material

- Intra-individual variability in RTL estimation calls for taylored statistical approach

X @GaelleBrahy - Our results open a new opportunity to valorise scale collections gaelle.brahy@inrae.fr

- There is a potential to understand RTL variation with stress
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