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Analysis of suppression mechanisms of growth phase control gene of Rosaceae by
using diploid Fragaria
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Global analysis of binding site of SOC1, which is thought to control TFL1 in
Fragaria, as well as chemical applications, revealed that the control of TFL1 by SOC1 may not be
direct manner. In addition, the comparison of NGS data analysis strategies indicates that the
analysis of Fragaria data should be done by de novo assembly method rather than mapping based
method, even though whole genome is publicly available.
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Table 1 Comparison of RNAseq analysis methods
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Figure MA plots generated by DeSeq? (left) or edgeR (Right)

5 RNA-seq

Trinity

(DEG)
(P. patens)
TopHat
F. vesca TopHat(Bowtie)
Trinity
DEG
(5)SELEX-seq SOC1 DNA
ChIP-seq SOCl1
invitro SELEX-seq

1. Samad, S., Kurokura, T., Koskela, E.,
Toivainen, T., Patel, V., Mouhu, K., Sargent,
D. J., Hytonen, T. 2017. Additive QTLs on
three chromosomes control flowering timein
woodland strawberry (Fragaria vesca L.).
Horticulture Research 4, 17020.

2. 2016 Fragaria vesca RNAseq
. 201e. 15
2,431.
3. 2016
F. vesca
15
1,318.



(0
KUROKURA, Takeshi

10650898
“)

Timo Hytdénen
Univ. Helsinki, Finland



