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On the post-glacial spread of human commensal Arabidopsis thaliana. Nature Communications, 2017, 8,

14458.

African genomes illuminate the early history and transition to selfing in <i>Arabidopsis thaliana</i>.

Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 5213-5218. 71 142



20

22

24

26

28

30

32

34

36

CARLOS ALONSO-BLANCO

ARTICLE IF CITATIONS

Environmental and genetic interactions reveal <i>FLOWERING LOCUS</i><i>C«<[i> as a modulator of

the natural variation for the plasticity of flowering in Arabidopsis. Plant, Cell and Environment, 2016,
39, 282-294.

Tackling intraspecific genetic structure in distribution models better reflects species geographical 1.9 59
range. Ecology and Evolution, 2016, 6, 2084-2097. :

Epigenomic Diversity in a Global Collection of Arabidopsis thaliana Accessions. Cell, 2016, 166, 492-505.

Altitudinal and climatic associations of seed dormancy and flowering traits evidence adaptation of

annual life cycle timing in <i>Arabidopsis thaliana</i>. Plant, Cell and Environment, 2016, 39, 1737-1748. 5.7 20

1,135 Genomes Reveal the Global Pattern of Polymorphism in Arabidopsis thaliana. Cell, 2016, 166,
481-491.

Genome expansion of Arabis alpina linked with retrotransposition and reduced symmetric DNA 0.3 156
methylation. Nature Plants, 2015, 1, 14023. :

<scp>FE</scp>, a phloeméa€specific Myba€related protein, J)romotes flowering through transcriptional
activation of <i><scp>FLOWERING LOCUS«</scp> T<[i> and <i><scp>FLOWERING LOCUS</scp> T
<scp>INTERACTING PROTEIN</scp> 1<[i>. Plant Journal, 2015, 83, 1059-1068.

Natural Variation Identifies ICARUS1, a Universal Gene Required for Cell Proliferation and Growth at a5 34
High Temperatures in Arabidopsis thaliana. PLoS Genetics, 2015, 11, e1005085. :

The genetic structure of Arabidopsis thaliana in the south-western Mediterranean range reveals a
shared history between North Africa and southern Europe. BMC Plant Biology, 2014, 14, 17.

Natural variation in arsenate tolerance identifies an arsenate reductase in Arabidopsis thaliana. 12.8 136
Nature Communications, 2014, 5, 4617. :

Genetic architecture of naturally occurring quantitative traits in plants: an updated synthesis.
Current Opinion in Plant Biology, 2014, 18, 37-43.

Deciphering the Adf'ustment between Environment and Life History in Annuals: Lessons from a 05 57
Geographically-Explicit Approach in Arabidopsis thaliana. PLoS ONE, 2014, 9, e87836. :

The Flowering Repressor SVP Underlies a Novel Arabidopsis thaliana QTL Interacting with the Genetic
Background. PLoS Genetics, 2013, 9, e1003289.

Amongé&€-and withina€population variation in flowering time of Iberian Arabidopsis thaliana estimated in 73 56
field and glasshouse conditions. New Phytologist, 2013, 197, 1332-1343. :

<i>Arabidopsis</i> semidwarfs evolved from independent mutations in <i>GA200x1<[i> , ortholog to
green revolution dwarf alleles in rice and barley. Proceedings of the National Academy of Sciences of
the United States of America, 2013, 110, 15818-15823.

Natural Arabidopsis brx Loss-of-Function Alleles Confer Root Adaptation to Acidic Soil. Current 3.9 66
Biology, 2012, 22, 1962-1968. :
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