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Have a question?
Ask this girl!

The genome size within Synura genus is highly flexible,
ranging from 0.19 pg to 3.53 pg (0.18 Gbp - 3.45 Gbp).

The Petersenianae section tends to have bigger genomes
when compared to the section Curtispinae.

Some lineages exhibit great intraspecific variability despite their
identical ITS rDNA barcode, probably indicating cryptic diversity.

In other lineages, multiple ploidy levels likely occur.
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S. macropora
S. americana
S. petersenii
S. borealis
S. laticarina
S. conopea
S. soroconopea
S. New CAN2
S. New CAN3
S. hibernica
S. heteropora
S. New CAN1
S. truttae
S. lanceolata
S. glabra
S. bjoerkii
S. uvella
S. sphagnicola
S. synuroidea
S. spinosa
S. curtispina
S. mammillosa NEW
S. echinulata
S. mammillosa
S. leptorrhabda NEW
S. leptorrhabda

  log Genome size  
-1.62 1.26

PolyploidizationPronounced intraspecific variation

GS - cell size correlation
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Methods

Substantial genome size variation in algae genus Synura

DNA 1x DNA 2x DNA 3x DNA 4x

Genome size
(pg)

0 1 2 3
GC content

(%)

0 20 40
Cell size

(µm )2

0 50 100 150 200 0 40 12080
Number of cells

in colony

identical ITS rDNA barcode

more than 130 analysed strains

gradual increase or decrease
in DNA content 

Synura petersenii

GS ranges 0.971 – 2.022 pg (0.949 – 1.978 Gbp),
median = 1.170 pg
 

overlapping distribution of different GS strains

P < 0.01
R  = 0.32

genome size positively relates to cell size

30 measured cells per strain

sequenced molecular markers:
rbcL, SSU rDNA, LSU rDNA,
ITS rDNA, cox1, psaA

genome size analysed by flow-cytometry
paprica, daisy and sedge plants were
used as internal strandards

data evaluation

• S. glabra    1.02 pg  1.96 pg     3.80 pg 
• S. heteropora   0.79 pg  1.45 pg     3.00 pg
• S. macropora   1.48 pg  3.53 pg
• S. curtispina    0.79 pg      2.20 pg

prevailing genome size
        within species
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