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25 species of Salvia can be found in the wild in Italy.
S. pratensis (right) is one of the most common and is
closely related to some endemic taxa with debated
species rank: 1) S. saccardiana; 2) S. haematodes; 3) S.
ceratophylloides (left: known range). To assess genetic
separation between these taxa, study the phylogeny of
the genus in Italy, and develop better ex situ collections,
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we sequenced the whole genome of Salvia pratensis
and sampled wild populations across Italy, which we
characterized with Genotyping-By-Sequencing.

1. Genome

assembly
We sequenced the
genome with HiFi
reads and annotated it
with RNAseq.

2. Sampling of wild

populations
We sampled 16 taxa
across ltaly thanks to a
network of 47
collaborators.

3. Genetic

characterization
We obtained genome-
wide variation data
with Genotyping-By-
Sequencing (GBS).

4. Population

genomics analysis
We performed species
delimitation and
phylogeny of Italian
Salvia.
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1071 samples
199 populations
16 taxa
analysed

57 samples
~7,000 SNPs
WIP

>200 samples
40 populations
14 taxa
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We sequenced 57 samples and

PC2 (25% expl. var.)

northern and central regions (top "]

right), S. haematodes (HA, green,
bottom right), S.

saccardiana
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Preliminary results suggest the existence of three S. pratensis lineages: northern and
central italy, southern Italy + haematodes,
gradient of genetic variation correlated to geographical distance, rather a stark divide
between the three lineages. S. saccardiana already has species rank according to recent
classifications. This data supports separation between three separate species, pratensis,
saccardiana and haematodes. However, more data is needed from the boundary region
between pratensis and haematodes as well as comparison with morphological observations. )

and S. saccardiana. There is no continuous
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