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Detection of QTLs for growth in turbot
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Resistance to disease and growth are the
traits that influence more the production

Objective: Detection and location of QTLS
hat affect traits related to growth
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» Body weight (Pe)

J > Body length (Lo)

FK= Pe *100
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FAMAS-1 FAMAS-2 FAMAS-3 FAMAP
N= 100 N= 100 N= 100 N=113
igth | L L igth |L ight |L
Weigth | Length . Weght |Length . Weigth |Length . Weight |Length .
(8) | (cm) (8) | (cm) (8) | (cm) (8) | (cm)
Mean | 46.31 | 12.81 | 2.18 | 26.69 | 10.69 | 2.15 | 31.62 | 11.33 | 2.14| 32.13 |11.43 | 2.14
Minimum | {203 | {105 | 1.52 [{ 105 ({85171 |{163 [ 9 }|177| 20.2) | {10) | 1.85
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Separated tanks

The families were analysed independently
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Bouza et al. (2007), Martinez et al. (2008) and Martinez et al.

(unpublished)
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QTL Analysis

Two programmes were DGridQTL (Seaton et al 2006)

utilised:
A QTLmMap @ivert et al., 2008)

-no fixed effect were adjusted (except sex in FamO03)

- a single QTL was assumed

- Theshold of significance:
< 5% chromosome-wide =====) suggestive QTL
< 1% chromosome-wide m=====) sjgnificant QT
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v We have detected 6 QTLs significant with both programe

Body weight: two QTLs on LG 5 and 14
Body lengt: two QTLs on LG 12 and 14
Condition factor: two QTLs on LG 3 and 16

v'Additionally, GridQTL detected 2 QTLs for body weight on
GLs 12 y 16 (suggestive with QTLmap) whereas QTLmap
detected 3 QTLs (suggestive with GridQTL)



The use of two programmes has allowed to obtain
more consistent results and to avoid false positives
v'Future work:

 fine mapping on these GLs increasing the number
of observations and the density of markers

e comparative genomics in homologous regions of
model fishes



