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Pyramiding of growth-related genotypes in generations of the largemouth
bass, Micropterus salmoides, ‘ Youlu No.1’
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Abstract ; [ Objective ] Eight molecular markers related to growth traits were detected in the different
breeding populations of largemouth bass, which had been found by previous studies. This would provide
useful information for the actual application of limited growth markers in gene pyramiding breeding of
largemouth bass. [ Method ] Using the technology of STR genotyping, genotype of 8 growth markers in
the F2, F3, F5 and F6 generations of largemouth bass ( Micropterus salmoides) , ‘ Youlu No. 1’ were de-
tected and the number of advantage genotypes was analyzed. The growth markers included four sites of
single nucleotide polymorphism located in IGF-1, POUIFI, PSS [l and MSTN gene and four sites of mic-
rosatellite: JZL60, JZL67, MisaTpw76 and MisaTpwl17. [ Result and conclusion] The number of ad-
vantage genotypes was 0 —6 in the tested fishes. The average number was 2.12, 2.70, 2.90 and 3. 08 in
F2, F3, F5 and F6 generations, respectively, presenting an increasing trend with each generation. The

number of the advantage genotypes increased synchronously with the growth rate of the breeding large-
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mouth bass in different populations. This means that the artificial selection has polymerized the advantage

genotype to some extent.
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Tab.1 Primers of growth-related markers of largemouth bass

WERK
514 RIS ) 7 T sk
RE/C

MSTN C-1453T F CAAAGGAATAGTCTGCCTCATATC 20 57 FAM
MSTN C-1454T R GGCAGGCGAAAGAAATGAGTA
MSTN T +33C F GCCTATCAGTGTGGGACATTAA i 57 FAM
MSTN T +34C R GTTTCTATTGGGCTGGTGGCGG
IGF-] -632 F ATCTGAAATAGGCTACGTC

260 55 HEX
IGF-] -632 R CTCTATGTCACCAGTGTGC
PSS I -101 F CCTTCTGGATCTCTGGCTAG 118 53 HEX
PSS [l -101 R AGGTGACGGACCAGAGACTAC
POUIFI-18 F GATAAAGTAAGACTAAACACAAGC 210 5 ROX
POUIFI-I18 R CATTCTTCTCAGGCCCCGCT
JZ160 F AGTTAACCCGCTTTGTGCTG

227 60 FAM
JZL60 R GAAGGCGAAGAAGGGAGAGT
JZ167 F CCGCTAATGAGAGGGAGACA

266 60 HEX
JZL67 R ACAGACTAGCGTCAGCAGCA
MisaTpw76 F ACACAGTGTCAGTTCTGCA

. 268 48 FAM

MisaTpw76 R GTGAATACCTCAGCAAGCAT
MisaTpwll7 F TGTGAAAGGCACAACACAGCCTGC

220 55 HEX

MisaTpwll7 R

ATCGACCTGCAGACCAGCAACACT
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it LA PR R R it
0 1 2 3 4 5 6
F2 0 3 20 6 1 0 0 30
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Tab.3 The advantage genotype’s frequency in each generation of ‘ You lu No.1’

At MisaTpw76 MisaTpwll7 IGF-] PSS Il POUIFI JZL67 MSTN JZL60
F2 0.000 0.043 0.000 1.000 0.900 0.033 0.038 0.143
F3 0.069 0.321 0.067 0.897 1.000 0.133 0.071 0.143
F5 0.120 0.353 0.133 0.862 0.833 0.185 0.267 0.143
F6 0.200 0.300 0.067 1.000 0.777 0.133 0.333 0.267
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