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Construction of the information infrastructure for genomic research and
phytochrome gene mutation analysis in fig (Ficus carica L.)
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The purpose of this study is to construct a genome information base and
uncover the background of the expression control of the <i>FcFT1</i> gene related to flower bud
differentiation characteristic to fig (<i>Ficus carica</i> L.).

The first draft genome assembly was establised and high density linkage map were constructed with

NGS technologies. Next, based on the large-scale transcriptome profile, plural candidate genes for

<i>FcFT1</i> regulation were identified. Simultaneously, A. thaliana transformants with a candidate

gene were created and those transfomants were evaluated.

From the above, a part of <i>FcFT1</i> expression control was revealed. At the same time, the genome
information infrastructure has been prepared, making it possible to efficiently analyze and

evaluate genomic regions and genes involved in various traits such as flowering.
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Estimate of genome size 350Mb
Number of scaffolds (100bp) 27,995
Total size of assembled scaffolds 247Mb
N50 (scaddolds) 166kb
Longest scaffold 1.7Mb
Number of contigs 2,807,457
Total size of assembled contigs 466Mb
N50 (contigs) 241b
Longest contig 10,79%4b
GC content 33.38%
Number of gene models 36,138
Number of annotated gene models 25,011
Rate of annotated gene models 69.2%
Interspersed or simple repeats masked 49.5Mb
Repeat masking rate 20.0%
Total size of transposable elements 3,061,239
Transposable elements share in genome 1.24%
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0.977 DNA repair protein rhp54 [Morus notabilis]
0.977 PREDICTED: galactokinase-like [Vigna radiata var. radiata]
0.973 ### Not characterized ###:hypothetical protein L484 007652 [Morus notabilis]
0.973 Flavonol synthase/flavanone 3-hydroxylase [Morus notabilis]
0.972 pentatricopeptide repeat-containing protein At4g18750, chloroplastic [Prunus mume]
0.972 pentatricopeptide repeat-containing protein At1g25360 [Malus domestica]
0.972 glycine-rich RNA-binding protein 6, mitochondrial [Prunus mume]
0.971 ext 2-like
0.969 phosphc ine N ) like [Glycine max]
0.967 Fanconi anemia group | protein [Prunus mume]
0.966 squamosa promoter-binding protein 1 [Nelumbo nucifera]
0.965 pentatricopeptide repeat-containing protein At2g32630 [Prunus mume]
0.964 pentatricopeptide repeat-containing protein At4g38150-like [Pyrus x bretschneideri]
0.961 TT12-2 MATE transporter [Theobroma cacao]
0.96 Protein GRIP [Morus notabilis]
0.96 Ribosomal L18p/L5e family protein, putative [Theobroma cacao]
0.96 ### Not characterized ###:hypothetical protein L484_015186 [Morus notabilis]

0.96 DNA-damage-repair/toleration protein [Morus notabilis]
0.959 5'-adenylylsulfate reductase 1 [Morus notabilis]
0.958 PREDICTED: pentatricopeptide repeat-containing protein At1g33350 [Prunus mume
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