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» Doubled Haploid (DH) technology in maize breeding: Application and technology for

10:00~10:40 production of DH lines
— Dr, Chaikam, CIMMYT, Mexico
10:40~11:20 » Finding mineral element transporters for better and safe production of rice
' ' — Dr, Jian Feng Ma, Okayama University, Kurashiki, Japan
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Vietnam
— Dr, Dung Laitien (Plant Protection Research Institute, Vietnam)
10:40~11:00 SAl

({ 42 Plenary Session ))

» CRISPR RNA—guided Genome Editing in Human Stem Cells, Animals, and Plants

1:00~11:40 _ 2mia pA (2t

11:40~12:20 » CRISPR Genome Editing in Outcrossing Woody Perennials
— Dr, CJ Tsai, University of Georgia, USA

12:20~13:00 AYA & m2|

=

il



OC_OS %ﬁi{l%% 7||:I|_|-__rl_§% _(I)_lél_l- _g_ 3_||{A=!X.=|I|:I_.|- I;|_<| %ﬁﬁol QI:I_} Ool:g I%_1§0|- ....................................... 42
U, B4, St B0l $9%, ol&A, MY, Tad

0C-09 Pedigree Reconstruction of Korean Soybean [Glycine max L. Merrill] Cultivars ::esceseeeesseereesencenen 43
Chaeyoung Lee, Jin-Hyun Kim, Joo-Seok Park, Yoram Choi, Hong-Kyu Choi

0C-10 Completion of The Mitochondrial Genome Sequence of Onion (4/ium cepa L.) Containing The CMS-S
Male-Sterile Cytoplasm and Identification of an Independent Event of the ccmFy Gene Split «+«eseee- 44
Bongju Kim, Kyunghee Kim, Tae-Jin Yang, Sunggil Kim

0C-11 Efficient QTL Mapping Strategy for Agronomical Traits in Pepper (Capsicum annuumy--:«-+++++=++=++++=+: 45
Koeun Han, Hee-Jin Jeong, Hee-Bum Yang, Sung-Min Kang, Seungill Kim, Doil Choi,
Byoung-Cheorl Kang

0C-12 Bioinformatics Analysis for Transcription Factor Associated SSR Markers Developments and
Characterization in Lilium Species ........................................................................................ 46
Manosh Kumar Biswas, Jewel Howlader, Namhee Jeong, Ujjal Kumar Nath, Md Abdul Kayum,
Jong-In Park, Ill-supNou

EAF YR

2k 348 (Breeding for yield increase and resistant variety)

PA-01 MAMZERHX[OAM LISA 2 HIE Q| AUS cerreerrrrrreerrtnrmneniniiitittetiieiittttets e sianttetsae s aenes 49
olgE, A%k Hule, WAL, AL, otAIZntaHE, TR, SEH

PA-02 Development of an Efficient /n vitro Screening Methods for Lily Cultivars Resistant
to Bot,},tis e//lptica ............................................................................................................ 50
Ji-Young Jang, Jae-Heung Jeon, Geung-Joo Lee, Hyun-Soon Kim

PA-03 Xoo Bacteria-Mediated Rice Leaf Blight is Prevented by Human Drug Niclosamide «e::cesteereereeresseese 51

Sung-1l Kim, Hak Soo Seo

XV



Efficient QTL Mapping Strategy for Agronomical Traits in Pepper (Capsicum annuum)

Koeun Han', Hee-Jin Jeong', Hee-Bum Yang', Sung-Min Kang®, Seungill Kim®, Doil Choi’, Byoung-Cheorl Kang'"

1Departmem of Plant Science, Plant Genomics and Breeding Institute and Vegetable Breeding Research Center, College
of Agriculture and Life Sciences, Seoul National University, Seoul 151-921, Korea

2Departmem of Computer Science, College of Information Science and Technology, KAIST, Daejeon 305—701, Korea
3Departmem of Plant Science, Plant Genomics and Breeding Institute, College of Agriculture and Life Sciences, Seoul
National University, Seoul 151-921, Korea

Majority of agronomical traits including plant height, fruit weight, and contents of secondary metabolites are quantitative
traits. Identification of quantitative trait locus (QTL) controlling agronomical traits is important for marker-assisted breeding
and understanding the mechanism for the traits. To detect the QTLs controlling agronomical traits in pepper (Capsicum
annuum), we constructed an ultra-high-density bin map using 120 recombinant inbred lines (RILs) from intraspecific cross
(C. annuum ‘Perennial’ x C. annuum ‘Dempsey’). Reads from resequencing of RILs were aligned to the C. annuum
‘CM334’° reference genome, and single nucleotide polymorphisms (SNPs) were called. Due to the low coverage (1x) of
the reads, there were large number of missing data. Therefore, linked SNPs in one window were combined as bin by
sliding window approach and this method could improve the genetic map. The total map length of the bin map was 1,372
cM, and the average interval between 2,578 bins was 0.53 c¢cM. Also for accurate QTL mapping, we evaluated the
phenotype repetitively in three different environments. Using the ultra-high-density bin map and the phenotypic data from
three different environments, 32 major QTLs were mapped and they controlled plant architecture, leaf, and fruit related
traits. Rapid genotyping by resequencing, improvement of genetic map by sliding window approach, and repetitive
phenotyping can facilitate efficient QTL mapping for agronomical traits.

Corresponding author: Tel. 82-2-880-4563, E-mail: bk54@snu.ac.kr
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