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Sequence Analysis of FlowingRegulator in
Soybean Phloem Companion Cell
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SnapShot: Control of Flowering in Arabidopsis

Fabio Fomara, Amaury de Montaigu, and George Coupland
Max Planck Institute for Plant Breeding Research, Koin 50829, Germany
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Phloem companion cell—specnﬁc transcrlptomlc and eplgenomlc
analyses identify MRF1, a novel regulator of flowering

Yuan You, Aneta Sawikowska, Joanne E Lee, Ruben Maximilian Benstein, Manuela Neumann, Pawet Krajewski, Markus Schmid
Published January 2019. DOI: https://doi.org/10.1105/tpc.17.00714
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FE, a phloem-specific Myb-related protein, promotes flowering through transcriptional

activation of FLOWERING LOCUS T and FLOWERING LOCUS T INTERACTING PROTEIN 1. Figuras
Abe M, Kaya H, Watanabe-Taneda A Shibuta M, Yamaguchi A Sakamoto T, Kurata T, Ausin |, Araki T, Alonso-Blanco
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Similar articles
Plant J. 2015 Sep:B3(6):10539-68. doi: 10.1111/pj.12951.

PRID: 26239308

Cited by
Export of FT protein from phloem companion cells is sufficient for floral induction in
Arabidopsis, Publication types
Mathiew J Warthmann M, Klttner F, Schmid b,
Curr Bial. 2007 Jun 19:17(12):1055-60. doi: 10.1016/.cub.2007.05.009. Epub 2007 May 31. MeSH terms
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Related information *H?é{%/%
Gene : AT1G21920 A. thaliana

LinkOut - moare
DB identifier @ AT1G21920 Secondary [dentifier @
FESOUFCes

Brief Description Histone H3 K4-specific methyitransferase SET/7/9
family protein
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