unange : | 232224
Tisanluudadundendulis@uanfisfuandwannlisdusfiadu ua:ﬁqmﬁﬁ
mﬂn'nmm‘:gﬁa‘lﬁﬂuﬁmﬂnnam&ﬁ’n'lumwmﬁaqmmw aenlsznaumalaruinis
'lmuﬁﬂﬁ"zmﬁaa'fuagﬁuﬁuﬁuﬂzﬁmwmnﬂw:ﬂgn 'S'ﬂqil'::mfﬂunwﬁnmiﬁﬁaﬁnm
m*m"inmaﬁ‘num:uazﬁ'xuunm‘%ammzﬂmaqaunmamaﬁmf (SSR) Mdealofy
Snwmzi3aunm (QTL) ﬁmm}umﬁ’ﬂwnaﬂﬂﬁu’lumﬁgﬁ"amﬁmﬂnaﬂluﬂszmm
muﬁuﬁuﬁ'ﬁ'lﬁ‘mmnsjnamzmﬂa_ﬁ:‘zm‘émﬂnaﬂﬁﬁme’{ﬂnnan{ﬂ?ﬁﬂumam‘h wWuf
AGS292 ua:ﬁ'amﬁmﬁﬁmﬁ'ﬂs:nau'[ﬂsﬁulumﬁagamnﬁmf (G8891xG7945) 31-3-5-5
via K3 dgnnaseuiuirauduazszmnimaiuiuily 2 smwwaeday AR
sadlaznaulisdnluudasaluszne Res vasiuinauiuaztazmnIsnowuiud 02 ma
wuf lapiims Keldahl wammasssnyi UszpnifimInizanaaivasinlszney
Tusulundasaiuuuung uaasliiAinhansazdinaridnansaidalionm 129
mansznemagsewiniaoas 267 s 39.5 lungrull 2550 ussianez 34.6 G 469 1n
naudsl) 2551 uszonsz 31.0 19 42.0 M IATRTINEAING nItsludan
Augnsnuuuuay wuh fdrfess: 56.0 lungeull 2550 uszfans: 695 lungudsll
2551 'lmjmﬁmﬁmrn:ﬁsw'luﬁaaqgﬁdﬁ'ﬁzm: 46.4 ugaalMRuimItenaa
snunslianuiuulsdasmuiadau
mﬁmﬂ:ﬁﬂmmmﬁaﬁaluﬁuﬁwauu’ﬁ")ﬂm‘}ﬂmmulm.aqaunummaamf
Lﬁﬂﬁ'ﬁwm’auuwnﬁwmaﬁugmm $mam 273 eesmane AmSumsiensiany
L’fmu'[mﬁ'us't'numzeaﬁ'ﬂfznaﬂﬂiﬁﬂmuﬁﬁaﬂﬁumaﬁuﬁuﬁ' 92 AR M3
%mﬁ:ﬁm"fammz}ﬁuaﬂmﬂuuﬂnehnzwmﬁ’uﬁ:wauﬂ $mm 81 eTesnann wud

finguilunan (major QTL) athekas 1 dwumily uazngainses (minor QTL) 5 i f
muquasisznelsduluaiase nfuvesBuiegindniviniaamansluana satt23s
unngadana | i’lﬁn%wamnﬁqaeiaé'numﬁmﬁ'ﬂ'::nan'[ﬂ‘iﬁu'lmnﬁﬁﬂﬂ

Pnuammesasluaisinanslifinii s‘huuﬁwaanzjuﬁuﬁquumﬁﬂﬁnan_
Tiseulmuioan ﬁw-uuufhuvhm Wilua sheclianuawiziazsy usznuguinyms
Lﬁmﬁ‘uluﬂﬁ:-mmmngiuauﬁu néuﬁuﬁwulua?affﬁ’nﬂ%’uﬂgaﬁuﬁmmmﬁ'lm'l'z'f
tzlomilunlfisfemanalusnstsdafanusaiudoysfingu - dmiunmmliunlge
mnﬁuﬁqmﬁmﬂnﬂﬂ Tudssneinsusztszinalndifios



Abstract: 232224

Proteins content in soybean seeds is unique and high in nutritional value as a
major ingredient of healthy food. The nutritional composition in soybean seeds varies
depending on cultivars and growing condition. The objectives of this study were to
investigate the inheritance of seed protein content and to identify the simple sequence
repeat (SSR) markers associating with quantitative trait loci (QTL) for fresh seed protein
content in recombinant inbred lines (RILs) derived from a cross between the low seed
protein content vegetable soybean cultivar 'AGS292’ with the high seed protein content
grain soybean line (G8891xG7945)-31-3-5-5 (or 'K3’) The parents and RIL population
were grown in two environments. Fresh seed protein content at Rg 5 stage of the parents
and 92 RILs was determined by Kjeldahl method. The results revealed that the RIL
population was distributed normally with respect to the trait, suggesting that they are
quantitative in nature. Fresh seed protein content ranged from 26.7% to 39.5% in rainy
season of 2007 and 34.6% to 46.9% in dry season of 2008, giving 31.0% to 42.0% in

average. The narrow-sense heritability of fresh seed protein content in the two

environments was 56.0% and 69.5%, while the combined estimates across both
environments was 46.4%. This indicated that the heritability of fresh seed protein
content was not consistent across the environments.

The SSR allele size profiling of the parents were analyzed with 273 markers to
identify their polymorphism. The analysis was assayed for linkage relationships of fresh
seed protein content in 92 individual RILs. Molecular marker analysis of 81 polymorphic
SSR markers revealed that at least 1 major and 5 minor QTLs were involved in

controlling fresh seed protein content. The QTLs near SSR markers Satt239 in
molecular linkage group | had the greatest effect on fresh seed protein content. These
results suggested that the putative Q:I'Ls for fresh seed protein content may be
population-specifics as indicated by different genomic region that control the same trait
in different mapping populations. The QTLs found in this study can facilitate vegetable
soybean breeders in performing marker-assisted selection (MAS) and it can serve as a
basic information for breeding program in Thailand or her neighboring countries.





