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To advance the functional genomics of non-model woody plant, Fagus crenata (Fagace
ae), an ecologically important tree species, two studies was conducted as follows; (1) DNA microarray crea
ted from a F. crenata cDNA sequence data-set is examined if versatile tool to study transcriptome comparin
g among intraspecific variations or not, and (2) F. crenata draft genome was generated. The transcriptome
analysis by using the F. crenata DNA microarray was available for three populations, Kuromatsunai in Hokka
ido Island, Tanzawa and Fuji in Honshu Island, suggesting the method is versatile in F. crenata. A draft g
enome of F. crenata was generated with 442 Mbp (including gap), allowing 48,618 predicted genes. This geno
mic information of F. crenata would contribute to accelerate the functional genomics of woody plants in fa

mily Fagaceae.
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1 Fagus crenata
2 Populus tricocarpa
3 Fraxinus excelsior
4 Vitis vinifera
5
6 Malus domestica
7 Prunus persica
8 Prunus mume
9 Pyrus bretschneideri
10 Fragaria vesca
1 Citrus sinensis
12 Carica papaya
13 Theobroma cacao
14 Phoenix dactylifera
15 Eucalyptus camaludlensis
16 Eucalyptus grandis
17 Jatropha curcas
18 Ricinus communis
19 Hevea brasiliensis
20 Pinus taeda
21 Picea gauca
2 Picea abies
23 Arabidopsis thaliana
N50 N50
Mb) Mb) (%) Scaffold _contig
1 550 442 80.0 48,618 151 14
2 550 485 88.2 45,555
3 875 9766 5516
4 475 487 1000 30,434
5 5046 4771 946 29,585
6 7423 603.9 814 57,386 16.2
7 265 2246 848 217852
8 280 237 846 31390 5778 318
9 527 512 97.1 42812 5408 357
10 240 2019 84.1 25050 1360
1 367 3205 873 29445 1690 49.89
12 3 2711 730 28,629
13 430 326.9 76.0 28798 4738 198
14 658 381 57.9 25059 305 6.4
15 650 654.9 9 118501 18024
16 691 36,376
17.410/380 2859 70/75 40929
18 320 350 100 31,237
19 2150 1119 78 68955
20 21600 75
21 20000 20800 100 5,895
22 19600 12000 61.2 28,354 1
2 119186 100 27516
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Genome Information of Japanese Beech Tree
http://fagus.seselab.org/

@
SAITO Hideyuki
70312395
@
SESE Jun
40361539

®




