Comparative genomics of an adaptive radiation using two ecologically
divergent Tillandsia species (Bromeliaceae)
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Radiation of subgenus Tillandsia

The expansion of Tillandsia (pineapple family) from South America (SA) into CA species with key ecological
Central America (CA) resulted in a significant diversification event (300 and morphological differences:
species in CA, 30 in SA).

This diversification is marked by repeated evolution of key innovation traits
(e.g. CAM / C3 photosynthesis) and strong underlying genome dynamics.
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Synteny and orthology

~ 24,000 orthologs, of which 12,700 one-to-one
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Conclusions

T. fasciculata and T. leiboldiana, two
ecologically divergent species of the

Tillandsia radiation, vary substantially on
a genomic level.
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Opverall, large syntenic blocks exist between both

This genomic variation may have been a
. key source in driving the adaptive
species.

radiation of the subg. Tillandsia.
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At the same time, rearrangements seem to have

occurred (eg. Chrz2 of T.fas).

We will further elucidate this by studying
differential gene expression and gene

family evolution linked to key adaptive
functions.

Larger spacing between genes can be observed in T.

leiboldiana compared to T. fasciculata, agreeing with
its larger estimated repetitive content.

m Department of Botany and Biodiversity, University of Vienna
Vienna Graduate School of Population Genetics

po p G e n S, 1 H 1. Granados Mendoza et al. "Geographic structure in two highly diverse
E clara.groot.crego@univie.ac.at LLIF v l e n n a é: leﬁrSltat
o000e

References:

’ @ . Der Wissenschaftsfonds.
claragrootcrego

lineages of Tillandsia (Bromeliaceae).” Botany 95.7 (2017): 641-651.
wie
DK Wi225-B20

De La Harpe, et al. "Genomic footprints of repeated evolution of CAM
photosynthesis in tillandsioid bromeliads." bioRxiv (2018): 495812.

2.




