S@@t@ﬂtﬁ@l genome size variation in algae genus Synura

Synura petersenii

median = 1.170 pg

Pronounced intraspecific variation Polyploidization -
DNA1x  DNA2x  DNA3Xx DNA 4x ? QW&ZWk tﬁwtwn. ,
. S.glabra 1.02 pg 1.96 pg 3.80 pg 1 gvte !
GS ranges 0.971 — 2.022 pg (0.949 — 1.978 Gbp), . 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

overlapping distribution of different GS strains

D55

S—

60 -

Number of nuclei

DS
(@)
2

N
(@)
[

0

Ab4

G61

200 400

Relative fluorescence

30 measured cells per strain

LO ® °
Q\ (D{\)I(A)(DZI\)I(A) prevailing genome size GS - cell size correlation
39— O 097- 111 pg within species _ N _
& O 111-123pg genome size positively relates to cell size
?r L0 — @ 123-153pg
qaé ‘ 1.53-2.02 pg LO
29— K=
© — _
= E
Do identical ITS rDNA barcode o N
| ] ] D ]
= | more than 130 analysed strains 2
10 12 14 16 18 20 : c
: radual Increase or decrease C
Genome size (pg) g 3 v
In DNA content o
600

log Genome size

. petersenii
. IS
S. laticarina
S. conopea

-1.62 m—

== 1.26

Methods

S. soroconopea
S. New CANZ2
S. New CAN3
S. hibernica
== S. heteropora
S. New CAN1
S. truttae
S. lanceolat
- S. glabra
s S, DjoerkKii
S. uvella
s S sSphagnicola
s S| SYNUroidea
S. spinosa
L S. curtispina
S. mammillosa NEW
S. echinulata
S. mammillosa
S. leptorrhabda NEW

S. leptorrhabda

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
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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
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identical ITS rDNA barcode, probably indicating cryptic diversity.
In other lineages, multiple ploidy levels likely occur.
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