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Variation in genome size, cell and 
nucleus volume, chromosome 
number and rDNA loci among 
duckweeds
Phuong T. N. Hoang1,2, Veit Schubert   1, Armin Meister1, Jörg Fuchs1 & Ingo Schubert   1

Duckweeds are small, free-floating, largely asexual and highly neotenous organisms. They display 
the most rapid growth among flowering plants and are of growing interest in aquaculture and 
genome biology. Genomic and chromosomal data are still rare. Applying flow-cytometric genome 
size measurement, microscopic determination of frond, cell and nucleus morphology, as well as 
fluorescence in situ hybridization (FISH) for localization of ribosomal DNA (rDNA), we compared eleven 
species, representative for the five duckweed genera to search for potential correlations between 
genome size, cell and nuclei volume, simplified body architecture (neoteny), chromosome numbers and 
rDNA loci. We found a ~14-fold genome size variation (from 160 to 2203 Mbp), considerable differences 
in frond size and shape, highly variable guard cell and nucleus size, chromosome number (from 2n = 36 
to 82) and number of 5S and 45S rDNA loci. In general, genome size is positively correlated with guard 
cell and nucleus volume (p < 0.001) and with the neoteny level and inversely with the frond size. In 
individual cases these correlations could be blurred for instance by particular body and cell structures 
which seem to be linked to specific floating styles. Chromosome number and rDNA loci variation 
between the tested species was independent of the genome size. We could not confirm previously 
reported intraspecific variation of chromosome numbers between individual clones of the genera 
Spirodela and Landoltia.

Duckweeds comprise 37 species within 5 genera: Spirodela (2 species), Landoltia (1), Lemna (13), Wolffiella 
(10) and Wolffia (11)1,2. All duckweeds are lacking the morphological differentiation of seed plants into stems, 
branches and leaves, and from Spirodela toward Wolffiella and Wolffia the roots are gradually lost too. This mor-
phological reduction is called neoteny3 in analogy to animals which maintain embryonic features as adults. 
Duckweeds are small, free-floating, aquatic plants. They belong to the monocot order Alismatales and display 
highly reduced organs and the fastest growth rate among flowering plants. The leaf-like organism structure of 
duckweeds which lacks a stem is called “frond”. In the phylogenetically youngest genera Wolffiella and Wolffia 
even roots are lacking. Although (at least occasionally) flowers were observed in most species, e.g. in Wo. micro-
scopica4, Wo. australiana5 and Wo. arrhiza6, duckweeds usually reproduce asexually by forming daughter fronds 
from meristematic pockets (primordia) at the proximal end of a mother frond3,7,8.

Two Lemnaceae monographs of Elias Landolt provide fundamental insights into biodiversity, morphology, 
ecology, physiology and the development of duckweeds9,10.

Genome size can be a diagnostic feature of individual species and contributes to the elucidation of whole 
genome duplication (WGD) and other events during genome evolution. During the last decades, flow-cytometry 
became the preferred method for genome size measurement in plants. Besides the easiness of sample preparation 
and high throughput, the capability to estimate genome size, nuclear replication state, ploidy and endopoly-
ploidy levels are advanced features of this method compared to other approaches such as Feulgen densitometry 
or genome sequencing11. The genome size has been established for different duckweed species. No significant 
differences were detected between the genome sizes of the two Spirodela species S. polyrhiza and S. intermedia 
(both 160 Mbp). The genus Landoltia comprises only one species (La. punctata) with a genome size of 421 Mbp12. 
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A correlation between genome size evolution, frond size and neoteny level was observed by Wang et al.13 when 
investigating 115 clones of 23 out of 37 duckweeds species. For some individual species Wang et al.13 and Bog 
et al.12 reported different genome sizes. These differences might be due to the use of different internal reference 
standards, to true differences between clones, or simply to random variation between measurements.

Interestingly, duckweed frond sizes vary from 1.5 cm to less than 1 mm in diameter accompanied by a nearly 
12-fold genome size variation (from 160 Mbp to 1881 Mbp according to Wang et al.13) and a successive reduction 
of morphological structures from Spirodela towards Wolffia species9,12,13. This potential correlation of genome size 
with morphological reduction and frond size evolution makes duckweeds an interesting subject for genome and 
karyotype evolution studies. A positive correlation between nuclear DNA content and nuclear and cell volume 
was recorded for some angiosperms14 and for endosperm cells of Sorghum bicolor15. To elucidate whether also for 
duckweeds a correlation between genome size, cell and nuclear volume is valid, accessions of eleven representa-
tive species of the five duckweed genera were investigated. Additionally, we studied the chromosome number and 
genomic distribution of 5S and 45S rDNA loci of these species.

Results
Differences in morphology between duckweed genera.  The phylogenetic position of the eleven stud-
ied duckweed species according to Les et al.16, the frond morphology and the corresponding genome size is shown 
in Fig. 1. Both Spirodela species have the lowest genome size and the largest fronds, while the genera Landoltia, 
Lemna, Wolffiella and Wolffia have larger genomes (and genome size variation) and progressively smaller fronds. 
As mentioned by Landolt9, duckweed stomata usually stay open and display a slightly higher osmotic value than 
normal epidermis cells. The open Spirodela stomata can close when treated with 3-(4-chlorophenyl)-1 1-dimethy-
lurea, Carbonyl cyanide-4-(trifluoromethoxy) phenylhydrazone, valinomycin or nigericin, while these substances 
had no effect on Lemna stomata9. Stomata are largely absent in some fully submerged species. Our observation 
confirmed that not only the frond morphology differs between duckweed genera as described9, but also the shape 
of guard and epidermal pavement cells. Guard cells form spherical stomata in Spirodela and Lemna species, or 
elliptic ones as in Landoltia, Wolffiella and Wolffia species (Fig. 1C). Species of the latter two genera show addi-
tionally flattened tips of guard cells, compared to the more round ones in Landoltia. In all investigated duckweed 
species displaying stomata, these were usually open. Epidermis cell walls are rather straight in Wolffiella and 
Wolffia species, but look bent in Spirodela and undulated in Landoltia and in Lemna species (Fig. 2A). Only very 
few stomata could be found in Wa. lingulata and Wo. columbiana, two largely submerged species (Fig. 2B). To 
avoid the confusing between Landoltia and Lemna as well as Wolffiella and Wolffia genera, we use a two-letter 
code to abbreviate the names for these genera.

Genome size variation.  The obtained genome sizes varied from 160 Mbp in S. polyrhiza to 2203 Mbp in 
Wo. arrhiza resulting in a ~14-fold difference between duckweed species (Fig. 1). The largest variation in genome 
size (from 432 to 2203 Mbp) occurred within the genus Wolffia. Except for the two Spirodela species, our genome 
size measurements yielded up to 26% larger values than measured for the same clones by Wang et al.13 (Fig. 2C). 
In detail, the S. polyrhiza genome revealed no difference, while a 9% higher value was observed for La. punctata 

Figure 1.  Phylogenetic relationship, frond, stomata and nuclei morphology of duckweed species. (A) 
Phylogenetical position. (B, C) Differences in size and morphology of fronds and stomata. (D, E) Nuclei shape 
and distribution within the guard cells. Numbers indicate genome size (B), average cell (C) and nuclear volumes 
(D), and percentage of nuclear to cell volume (E). Scale bars = 200 µm (B) and 5 µm (C–E).
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(7260), 8% for Le. minor (8623), 17% for Wo. arrhiza (8872), and 26% for Wa. hyalina (8640). The differences 
might be due to different internal reference standards, an unusually low assumption for the genome size of A. 
thaliana by Wang et al.13 (147 Mbp instead of 157 Mbp as measured by Bennett et al.17) and the use of different 
flow cytometry equipment.

Correlation between genome size, nuclear and cell volume within and between duckweed genera.  
Instead of pavement cells used by Jovtchev et al.14, we selected guard cells for measurements to investigate a 
potential correlation between cell parameters of duckweed species with different morphology and genome size. 
The reason behind is on the one hand the highly variable size and irregular shape of pavement cells (Fig. 2A), that 

Figure 2.  Variation in cell morphology (A), floating-style (B) and genome size (C) in duckweeds. (A) Epidermis 
cell walls are bent in S. intermedia, undulated in La. punctata, Le. minor and rather straight in Wa. hyalina and 
Wo. arrhiza. Stomata are spherical in S. intermedia and Le. minor, or elliptic as in La. punctata, Wa. hyalina and 
Wo. arrhiza. Varying epidermis cell sizes (a–c) in the different duckweed species. (B) Wa. hyalina: Free-floating, 
two-ovate fronds cohere together. The bent vertical appendage (arrow) is formed from the lower wall of a pouch. 
Wa. lingulata: Two tongue-shaped fronds cohere together with frond ends curved downward bringing most of 
the surface under water. Wo. microscopica: Free-floating, dorsoventral fronds with irregular polygonal flat dorsal 
surface and a ventral projection, the pseudo-root (arrow). Wo. columbiana: Nearly spherical fronds with most 
of their surface submerged. Stomata are present in the free-floating (Wa. hyalina, Wo. microscopica) and almost 
absent in the submerged (Wa. lingulata, Wo. columbiana) species. (C) Numbers indicate the deviation of genome 
size in % (our data relative to that of Wang et al.13) in the same duckweed clone. Scale bars = 10 µm (A), 5 mm (B).
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is a challenge for measuring of cell dimensions and for calculating and comparing cell volumes in duckweeds. On 
the other hand, the permanently open status of stomata in floating aquatic plants10,18 yields a rather homogenous 
guard cell shape, more suitable for precise volume measurement19.

Our results show a moderate but, because of the large number of samples (252) highly significant positive cor-
relation between genome size and cell and nuclear volume in duckweeds. In general, the higher the nuclear DNA 
content, the bigger are cells and nuclei (Fig. 3 and Table 1). In detail, average cell volume and nuclear volume are 
541.7 µm3 and 17.1 µm3 for S. polyrhiza (160 Mbp) and increase to 649.6 µm3 and 50.3 µm3 in Le. disperma (651 
Mbp), and to 1826.8 µm3 and 112 µm3 in Wo. arrhiza (2203 Mbp) (Fig. 1B–D). Scatterplots (Fig. 3B) representing 
all measured data (n = 252) revealed: (i) cell volume and nuclear volume increase with increasing genome size 

Figure 3.  Guard cell and nuclear volume measurement (A) and linear regressions of duckweed cell parameters 
(B). (A) DIC and fluorescence microscopy image stacks (left) were applied separately (here merged images) 
to measure the guard cells and the nuclei inside, respectively. The x-y areas (µm2) and the z dimension (µm) 
were measured based on the black (guard cells) and red (nuclei) encircled regions via the ZEN software (spatial 
illustration, right). (B) Regressions between genome size and cell (1) and nucleus volume (2), and between 
nucleus and cell volume (3). ***p < 0.001 for the correlation coefficient r.
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with r = 0.748 and 0.768, respectively; (ii) the cell volume correlates with the nuclear volume (r = 0.774). All cor-
relations are significant at the p < 0.001 level.

Nevertheless, there are exceptions. Within the genus Lemna, Le. aequinoctialis (452 Mbp) showed a larger 
cell volume (813 µm3) and nuclear volume (92.9 µm3) than Le. disperma (651 Mbp, 649.6 µm3 and 50.3 µm3). A 
similar result was observed in the genus Wolffia: Wo. australiana has a smaller genome size (432 Mbp) but a larger 
cell volume (1087 µm3) and nuclear volume (56.4 µm3) than Wo. microscopica (731 Mbp, 774.3 µm3 and 44.7 µm3) 
(Fig. 1 and Table 1).

Additionally, we found unexpected features in some duckweed species:

	 (i)	 Le. aequinoctialis (2018) revealed a considerable variation in guard cell size and shape (Fig. S1A). In the 
younger part of frond, guard cells form spherical stomata while in the older part they are elongated and 
larger. Besides that, cell and nuclear volume are larger than that of Le. disperma possessing a larger genome. 
Therefore, we investigated another Le. aequinoctialis clone (6746) to see whether the variable guard cell 
volume is specific for this species. Interestingly, this clone showed variation in guard cell size and a nearly 
doubled genome size (900 Mbp) and correspondingly larger cell and nuclear volumes (1313 µm3 and 238 
µm3, respectively). Thus, the two tested Le. aequinoctialis clones showed variation not only in guard cell 
shape, cell volume and nucleus volume, but surprisingly also regarding the genome size (Table S3), most 
likely due to whole genome duplication (WGD) of clone 6746.

	(ii)	 Both tested Wolfiella species, Wa. hyalina (1234 Mbp, 2665.2 µm3 and 115.3 µm3) and Wa. rotunda (1914 
Mbp, 2859.4 µm3 and 151.9 µm3), showed a larger cell and nucleus volume of guard cells than Wo. arrhiza 
with a larger genome (2203 Mbp, 1826.8 µm3 and 112 µm3). Therefore, we wanted to test other Wolffiella 
species to see whether very large cell volume is specific for this genus. Interestingly, only one or two sto-
mata per frond were present in the Wa. lingulata clone 7725. The same was true for Wo. columbiana clone 
9356. Differences in floating style of Wo. columbiana with spherical fronds, having most of the surface sub-
merged, and Wa. lingulata also with a frond shape which keeps most of the frond below the water surface9 
(Fig. 2B) could be the reason for the almost complete absence of stomata in these species. Thus, so far it 
remains unclear whether or not a large guard cell size is a typical feature of the genus Wolffiella.

	(iii)	 Wa. hyalina and Wo. australiana displayed an unusual distribution of nuclei between sister guard cells. We 
found in 26% of Wa. hyalina and in 8% of Wo. australiana guard cells two nuclei located in one sister cell 
and none in the other (Fig. 4B, C, E). In some cases (6.8% of Wo. australiana guard cells) it was even possi-
ble to find transient stages, suggesting that nuclei may post-mitotically migrate into the sister cell (Fig. 4F). 
This observation resembles cytomixis, a so far unexplained phenomenon which occurs during micro-
sporogenesis in several higher plants (for review see20). These findings, in particular the large variation of 
guard cell and genome size in Le. aequinoctialis, and the abnormal nuclei distribution between the sister 
guard cells are biological features of some duckweeds that deserve further studies.

Chromosome numbers.  Chromosome numbers of duckweed species have been studied by several research-
ers since 1933 (for references see Tables 2 and S2). However, different chromosome numbers were reported for 
the same species and it remained unclear whether the discrepancies are due to variation of chromosome number 
between largely asexual clones within a species. For instance, for different Le. aequinoctialis clones 40, 50, 66, 72, 
78, 84, 65–76 chromosomes21, or 40, 50, 60, 8022 or only 42 and 8423 were counted. For Wo. microscopica, 70 chro-
mosomes were counted by Roy and Dutt24, while Urbanska claimed 40 and 80 chromosomes22.

Genus Spirodela Landoltia Lemna Wolffiella Wolffia

Species polyrhiza intermedia punctata minor disperma aequinoctialis rotunda hyalina australiana microscopica arrhiza

Clone ID 7498 8410 7260 8623 7269 2018 9072 8640 7540 2005 8872

Origin USA Panama Australia Denmark Australia Japan Zimbabwe Tanzania New  
Zealand India Hungary

DNA 
content 
(pg/2 C)

0.325 ± 0.006 0.327 ± 0.006 0.866 ± 0.012 0.836 ± 0.003 1.331 ± 0.046 0.925 ± 0.003 3.915 ±  
0.012

2.523 ±  
0.012

0.884 ±  
0.012 1.496 ± 0.003 4.505 ± 

 0.125

Genome size 
(Mbp/1 C) 160 ± 2 160 ± 3 424 ± 6 409 ± 2 651 ± 3 452 ± 2 1914 ± 6 1234 ± 6 432 ± 6 731 ± 1 2203 ± 61

2n = 40 36 46 42 44 42 82 40 40 40 60

No. 5S rDNA 
loci 2 2 2 1 1 1 3 2 2 1 3

No. 45S 
rDNA loci 1 1 1 1 1 1 2 1 1 1 2

Cell volume 
(µm3) 541.7 ± 91.3 855.4 ± 79.1 1204.1 ± 141.3 539.4 ± 130.3 649.6 ± 178.8 812.9 ± 275.8 2859.4 ± 

 494.5
2665.2 ±  
517.6

1087.1 ±  
307.9 774.3 ± 134.3 1826.8 ±  

216.1

Nuclear 
volume 
(µm3)

17.1 ± 4.9 22.2 ± 4.5 45.3 ± 11.8 36.4 ± 12.8 50.3 ± 23.3 92.9 ± 21.9 151.9 ±  
46.2

115.3 ±  
19.5

56.4 ±  
19.5 44.7 ± 18.8 111.9 ±  

23.3

% nuclear to 
cell volume 3.2 ± 1.0 2.6 ± 0.5 3.8 ± 1.2 7.3 ± 3.6 7.6 ± 2.1 12.1 ± 2.5 5.5 ± 2.1 4.5 ± 1.3 5.4 ± 1.4 5.8 ± 2.3 6.2 ± 1.4

Table 1.  Cytological characterization of eleven duckweeds species. Error: standard deviation.
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Among 34 S. polyrhiza clones mentioned by Wang et al.13, the chromosome number of nine clones was 
not determined, for three clones (7652, 7657 and 7364) 2n = 30, and for the other clones 2n = 40 was reported 
(Table 2).

Here, we selected clones 7652 and 7657 for chromosome counting and found 2n = 40, as in clone 7498 (Figs. 5 
and S2) and in further six S. polyrhiza clones25. For S. intermedia, 2n = 36 was reported by Geber23 in all six tested 
clones, while Urbanska22 counted 2n = 20 (clone 7747) and 2n = 30 (clone 7201) (Table 2). Here, we selected S. 
intermedia clones 8410 and 7747 for chromosome counting and found 2n = 36 for both clones (Figs 5 and S2). 
Similarly, for La. punctata, we counted 2n = 46 for clones 7260, 5562 and 7449 (Fig. S2), while 50 and 40 chro-
mosomes were reported for clones 7260 and 7449, respectively13 (Table 2). Therefore, in all investigated clones 
of S. polyrhiza (7498, 7652, 7657, 9500, 9505, 9507, 9509, 9510 and 9511), S. intermedia (8410 and 7747) and La. 
punctata (5562, 7260 and 7449), no variation of chromosome number was observed.

Our chromosome counting results are mainly similar to that of Geber23 (Table 2). In detail, S. polyrhiza 
showed 2n = 40, S. intermedia 2n = 36, La. punctata 2n = 46, Le. disperma 2n = 44, and Le. minor 2n = 42. For 
Wo. australiana (clone 7540) we counted 2n = 40 as reported by Urbanska22, for Le. aequinoctialis (clone 2018) 
2n = 42, and for Wa. hyalina 2n = 40. For Le. disperma (clone 7269, 2n = 44), for Le. aequinoctialis (clone 2018, 
2n = 42), for Wo. microscopica (clone 2005, 2n = 40) and for Wa. rotunda (clone 9072, 2n = 82), chromosomes 
were counted for the first time in our study. Meanwhile Wo. microscopica clones used by Urbanska22 and by Roy 
and Dutt24 got lost and therefore cannot be re-investigated. In case of Wo. arrhiza, 42 chromosomes were counted 
by Geber23 (clone 7347), or 30, 40, 50, 60, 70 and 80 chromosomes for different clones by Urbanska22 while we 
counted 60 chromosomes for clone 8872 (Table 2).

Figure 4.  Equal and abnormal nuclei distribution in sister guard cells of Wa. hyalina (A–C) and Wo. 
australiana (D–F) and unusual nuclei shape of La. punctata (5562-A4 mutant) (G–I). (A,D) Normal situation 
(one nucleus per cell); (B,C,E) both nuclei in one sister guard cell; (F) the lower nucleus (arrow) is possibly 
migrating into the sister cell. (G) Overview of the nuclei shape in the epidermis of the tetraploid La. punctata 
clone 5562_A4 and enlarged frame (H,I) Scale bars = 5 µm.
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Intraspecific variation of genome size, chromosome number and guard cell parameters.  
Different chromosome numbers were found in different clones of Le. aequinoctialis23, 42 chromosomes were 
counted for clones 7382, 7321, 7300 and 7737, while 84 chromosomes were counted for clones 6746 and 7384. 
Meanwhile, these clones (except 6746) were lost from international duckweed collections. We chose the Le. aequi-
noctialis clone 2018 instead for ploidy testing within this species. As described above, genome size varies from 452 
Mbp (clone 2018) to 900 Mbp (clone 6746). These data suggest that clone 6746 is tetraploid. We investigated the 
correlation between genome size, cell and nuclear volume and counted chromosome number of the two Le. aequi-
noctialis clones (6746 and 2018). In parallel, two clones of La. punctata: clone 7260 (diploid) and clone 5562_A4 
(a true artificial tetraploid) were included.

Both genome size measurement and chromosome counting suggest that Le. aequinoctialis clone 6746 is 
tetraploid with larger cell and nuclear volume, and clone 2018 is diploid with smaller cell and nuclear volume 

Genus Species Clones 2n Source Genus Species Clones 2n Source

Spirodela

polyrhiza

7652 30

U

Lemna

disperma

7818 40 U

7621 40 7223, 7190 44 W

7110 50 7269* 44 O

8118, 7205, 
7120, 7160, 
7687, 8483, 
8403, 8409, 
6613, 7003, 
7206, 6731, 
7498, 8442, 
8229, 7212, 
7551, 7674, 
7960, 7222, 
7379, 6581

40
W

aequinoctialis

7382 20

U

8038 40

7204 50

8079 60

7652, 7657, 
7364 30 6746 80

7110 80

G

6612 40

W6613, 7667, 
7364, 7551, 
S7, S3

40
7126 60

6746 80

7498, 7652, 
7657 40 O 6746 84 G

intermedia

7747 20 U 2018* 42 O

7201 30 6746 ~80

8410, 7355, 
8258, 7747, 
8818, 7178

36 G

Wolffiella
hyalina

7426 40 U

7378, 7376, 
8640 40 W

8410 36 O 8640 40 O

Landoltia punctata

8028 40 U rotunda 9072* 82 O

7479 50

Wolffia

australiana

7819 20 U

7449, 7248 40 W 7540 40

7260 50 7733 20 W

O5, O6, 7461, 
7191, 7799, 
7429

46 G
7540 40 O

microscopica

7238 40 U

7260, 7449 46 O 8359 80

Lemna minor

7798 20 U M8 70 R

7244 30 2005* 40 O

6626 40

arrhiza

7251 30 U

7572 42 8272 40

6742 50 7193 50

8623, 7018, 
7210, 8434, 
7436, 7136

40 W
7699 60

7158 70

7123, 6591 42 W 7196 80

7189, 8676, 
7789, 7244 42 G 7347 42 G

M4, 7114, 7182, 
8653 63 G 8872 60 O

7115 126 G

8623 42 O

Table 2.  Chromosome numbers of 11 tested duckweed species from our study and others. (R) Roy & Dutt24; 
(U) Urbanska22, (G) Geber23, (W) Wang et al.13, (O) our study Bold and underlined: clones were used in our 
study; (*) clones were counted for the first time.
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(Table S3). Fig. S1B represents all measured data (n = 40, p < 0.001) and revealed a positive correlation between 
cell and nuclear volume (r = 0.593).

A similar result was obtained for the two clones of La. punctata clones 7260 and 5562_A4 (Table S3 and 
Fig. S1C). In addition, the tetraploid La. punctata clone 5562_A4 frequently showed elongated instead of round 
nuclei (Fig. 4G–I). Cell and nucleus volumes are significantly different (at least at p = 0.01 level) for diploid and 
tetraploid clones of both species. Therefore, the 95% confidence intervals do not overlap (Fig. S1B,C).

Location of 5S and 45S rDNA loci on duckweed chromosomes.  A remarkably low copy number 
of 45S rDNA (18S and 26S rDNA) but also of 5S rDNA was reported for S. polyrhiza25. A significant decrease 
in copy number of 45S rDNA has apparently occurred in S. polyrhiza (81 copies) compared to the 13-times 
smaller genome of Saccharomyces cerevisiae (~12.2 Mbp/1 C) with 150 copies26, or the similar-sized genome of 
Arabidopsis thaliana with 570 copies27. The locus of 45S rDNA is located on chromosome ChrS 01 and two loci of 
5S rDNA on ChrS 13 and ChrS 06 with 60 and 12 copies, respectively25,28.

The number of 45S and 5S rDNA loci of the eleven studied duckweed species was determined by FISH 
(Table 1, Fig. 6). In detail, one locus of 45S and 5S rDNA each was detected in Le. minor, Le. disperma, Le. 
aequinoctialis, Wo. microscopica, while S. polyrhiza, S. intermedia, La. punctata, Wa. hyalina and Wo. australiana 

Figure 5.  Chromosome numbers of eleven duckweed species, identified in somatic metaphases. Scale 
bars = 5 µm.

https://doi.org/10.1038/s41598-019-39332-w
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displayed one locus of 45S rDNA and two loci of 5S rDNA. In Wo. arrhiza, two loci of 45S rDNA and three loci 
of 5S rDNA were detected.

In Wa. rotunda (clone 9072), three loci of 5S rDNA were detected and two chromosome pairs displayed 45S 
rDNA loci. One pair of NORs was more extended and showed a distal satellite (Figs. 6 and S3B). Without rDNA 
FISH signals, the satellite distal to the NOR could erroneously be counted as a small pair of chromosomes. The 

Figure 6.  5S and 45S rDNA loci (arrowheads) of eleven duckweed species. Two loci of 5S and one locus of 45S 
rDNA were detected on S. polyrhiza, S. intermedia, La. punctata, Wa. hyalina, Wo. australiana; one locus of 5S 
and 45S each were detected on Le. minor, Le. disperma, Le. aequinoctialis and Wo. microscopica; three loci of 5S 
and two loci of 45S rDNA were detected in Wa. rotunda and Wo. arrhiza. Framed: minor loci of 5S rDNA. Scale 
bars = 5µm

https://doi.org/10.1038/s41598-019-39332-w


1 0Scientific Reports |          (2019) 9:3234  | https://doi.org/10.1038/s41598-019-39332-w

www.nature.com/scientificreportswww.nature.com/scientificreports/

strength of FISH signals reflected differences in copy number of 5S rDNA. For instance, the 5S rDNA probe often 
yielded in Wo. arrhiza (clone 8872) two strong, two medium and two weak FISH signals. Noticeably, a very low 
copy number of 5S rDNA could apparently prevent the detection by FISH, e.g. the 5S rDNA locus with only 12 
copies on ChrS 06 of S. polyrhiza25. Weak signals of 5S rDNA loci (in S. polyrhiza, S. intermedia, La. punctata and 
Wo. arrhiza) could only be detected in a few metaphases (Fig. 6), and thus are at risk to be overlooked. Therefore, 
the number of 5S rDNA loci which were detected by FISH in other duckweed species than S. polyrhiza might 
underestimate the true number of loci as long as their genomes are not completely assembled.

Discussion
Our measurements of genome size in relation to frond and cell shapes, guard cell volume, nuclear volume, chro-
mosome number and number of rDNA loci for eleven species, representative for the five duckweed genera, led to 
several conclusions or speculations, or pointed to further open questions:

	 (i)	 Some duckweed species seem to have specific frond and cell structures which are suitable for different 
floating-styles (totally, largely or not submerged) and are not strongly affected by genome size.

	(ii)	 Genome size is known to correlate with a number of traits in angiosperms. DNA content and nuclear 
volume as well as nuclear and cell volume showed positive correlation at different endopolyploidy levels 
in epidermis cells of A. thaliana (from 2C to 32C), Barbarea stricta (from 2C to 16C) as well as between 
species that differ in genome size up to ~500 fold (from 0.32 pg in A. thaliana to 154.99 pg in Fritillaria 
uva-vulpis)14 or between 14 herbaceous angiosperm species29. A correlation of cell parameters (DNA 
content, cell volume, nuclear volume, cell surface, nucleus surface) was also reported for Sorghum bicolor 
endosperm cells from 3C to 96C15. In this study, cell and nuclear volumes from guard cells of the eleven 
duckweeds species provided in total a significant positive correlation between genome size, nuclear and 
cell volume. However, this correlation is not as strong as for cells of different endopolyploidy levels within 
one species14,15. The weaker correlation is likely caused by the fact that individual duckweed species may 
have an own specific body and cell structure and size, and a range of intraspecific variation of these features 
which might blur the influence of genome size on nuclear and cell volume.

	(iii)	 Genome size differences between duckweed species rise the question to what degree frond size and ne-
oteny level are correlated with the genome size, which was previously shown not to be correlated with an 
organisms’ complexity30,31. In general, genome size (and genome size variation) increases with the reduced 
morphological differentiation in duckweeds. However, there are some exceptions: In spite of similar 
genome sizes of about 400 Mbp, frond size and neoteny level differ between La. punctata, Le. minor and 
Wo. australiana, while species, with similar neoteny level, may own different genome size, e.g. Le. minor 
(409 Mbp), Le. disperma (651 Mbp). The genome size variation between Le. aequinoctialis clones 2018 
and 6746 (452 and 900 Mbp) might be due to WDG, because also the chromosome number is doubled in 
clone 6746, and is accompanied by larger nuclear and cell volumes (Fig. S1B). Whether the large genome 
size differences between duckweed genera as well as between species within the genera Lemna, Wolffiella 
and especially Wolffia are based on WGD or on a retroelement burst remains to be solved. It might also be 
that DNA double-strand break repair biased towards deletions or duplications32,33 plays a role in genome 
size variation, e.g. between Wolffia species. It also remains unclear why at all genome size increases with 
decreasing organismic complexity and decreasing frond size of duckweeds and whether or not this correla-
tion results in a lower (and possibly constant) cell number.

	(iv)	 Mitotic chromosome spreads of all tested species (Fig. 5) revealed that, as expected, genome size is not cor-
related with chromosome number. That means, genome size and chromosome number vary independently 
from each other.

	(v)	 No chromosome number variation was detected between the tested clones of Spirodela and Landoltia 
species. The reported high variation of chromosome number in the phylogenetically younger genera 
Lemna, Wolffia and Wolffiella (as summarized in Fig. 1, Tables 2 and S2) needs further investigation to be 
confirmed or disproved. In case of confirmation it will be of interest to elucidate the mechanisms behind.

	(vi)	 Ribosomal genes (rDNA) are characterized by conserved sequences and organized as tandem repeat units 
in eukaryotic genomes. Variations regarding number and chromosomal distributions of 5S and 45S rDNA 
loci are informative markers for discriminating karyotypes of species, and in specific cases, for elucidating 
karyotype evolution, for instance in Brassicaceae34,35 and in Anthemideae36. In the eleven tested duck-
weed species, the observed number of 5S and 45S rDNA loci revealed no correlation with chromosome 
number and/or genome size. Whether the extremely low copy number of rDNA sequences, as observed 
for S. polyrhiza, is typical for duckweeds has to be checked when complete sequences of further duckweed 
genomes will be available. Completely sequenced genomes will also reveal whether FISH experiments 
detected all 5S rDNA loci so far, or whether additional minor loci escaped from detection as was the case 
for the locus on chromosome 6 of S. polyrhiza with only 12 copies25.

Materials and Methods
Plant material and mitotic chromosome preparation.  S. polyrhiza (accession 7498) and S. interme-
dia (8410) were obtained from Elias Landolt via BIOLEX (Pittsboro, NC, USA) and Rutgers Duckweed Stock 
Cooperative (New Jersey, USA) (Table 1). S. polyrhiza (7652 and 7657), S. intermedia (7747), La. punctata (7260, 
7449), Le. minor (8623), Le. disperma (7269), Le. aequinoctialis (2018, 6746), Wa. hyalina (8640), Wa. rotunda (9072),  
Wo. microscopica (2005), Wo. australiana (7540) and Wo. arrhiza (8872) were from K.-J. Appenroth’s collection. 
These eleven species have been chosen because they cover the ranges of genome size variability between and 
within genera, are of different geographic origin and were available in the collections. La. punctata 5562 and its 
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colchicine-induced tetraploid mutant 5562_A4 were obtained from M. Edelman, Rehovot, Israel. The fronds were 
grown in liquid nutrient medium37 under 16 h white light of 100 µmol m−2 s−1 at 24 °C.

Spreading of mitotic chromosomes was carried out according to Cao et al.38 with some modifications. In brief, 
healthy fronds were incubated in 2 mM 8-hydroxyquinoline at 37 °C and then fixed in fresh 3:1 absolute ethanol: 
acetic acid for at least 24 h. The samples were washed twice in 10 mM Na-citrate buffer, pH 4.6, for 10 min each 
before and after softening in 2 ml pectinase/cellulase enzyme mixture, prior to maceration and squashing in 60% 
acetic acid. After freezing on dry ice or in liquid nitrogen, the slides were treated with pepsin, post-fixed in 4% 
formaldehyde in 2xSSC (300 mM Na-citrate, 30 mM NaCl, pH 7.0) for 10 min, rinsed twice in 2xSSC, 5 min each, 
dehydrated in an ethanol series (70, 90 and 96%, 2 min each) and air-dried (Table S1).

Genome size measurement.  Genome size measurements were performed according to Dolezel et al.11 
using a CyFlow Space flow cytometer (Sysmex/Partec). For nuclei isolation and staining the DNA staining, kit 
‘CyStain® PI Absolute P’ was used. As internal reference standards either Raphanus sativus ‘Voran’ (IPK gene 
bank accession number RA 34; 2C = 1.11 pg) for S. polyrhiza, S. intermedia, tetraploid La. punctata, Le. minor, 
Wa. hyalina, Wo. australiana, Wo. microscopica, Glycine max (L.) Merr. convar. max var. max, Cina 5202 (IPK 
gene bank accession number SOJA 32; 2C = 2.21 pg) for La. punctata, Wa. rotunda, Le. disperma or Lycopersicon 
esculentum Mill. convar. infiniens Lehm. var. flammatum Lehm., Stupicke Rane (IPK gene bank accession number 
LYC 418; 2C = 1.96 pg) for Le. aequinoctialis, Wo. arrhiza were used. The absolute DNA contents (pg/2C) were 
calculated based on the values of the G1 peak means and the corresponding genome sizes (Mbp/1C) according 
to Dolezel et al.39. In total, for each species at least six independent measurements on two different days were 
performed.

Epidermis preparation, microscopic cell and nuclear volume measurements, and statistics.  
Due to the small frond size, a single epidermis layer is difficult to obtain especially for species of the genus Wolffia 
(frond diameter ~1 mm). Therefore, we modified the epidermis preparation methods described40–42, by using 
domestic adhesive tape. Because stomata are located on the upper surface in floating plants9,18, duckweed fronds 
were placed with their upper side on the adhesive tape. Other parts of the fronds were carefully removed with a 
razor blade until only the transparent layer of epidermis stuck on the tape. Ten µl of DAPI (2 µg/ml) in Vectashield 
were dropped on slides before the adhesive tape with the epidermis layer was placed on slides and covered by a 
coverslip. Freshly prepared slides were used immediately to avoid the disintegration of the nuclei before imaging. 
Differential interference contrast (DIC) and fluorescence (excitation of DAPI with a 405 nm laser) image stacks 
were acquired using a Super-resolution Fluorescence Microscope Elyra PS.1 and the software ZEN (Carl Zeiss 
GmbH). The DIC image stacks were used to measure the x-y area A, and the z dimension of the guard cells via 
the ZEN software. Accordingly, the image stacks were used to measure the nuclei dimensions (Fig. 3A). These 
dimensions were applied to calculate the guard cell and nuclear volumes by the following formulae:

Cell Volume A zcell= ∗

= ∗ ∗Nuclear volume 2/3 A znucleus

It means, the guard cells are considered as stacks with the base area A and the height z, while the nuclei are 
considered as ellipsoids.

The correlation values (Pearson product moment correlation coefficient) and the corresponding p values were 
calculated with the program SigmaPlot 12 (Systat Software, Inc.). The same program was used for the plot of the 
regression diagrams. At least 20 sister guard cells (ten stomata) with the corresponding nuclei were chosen for 
measurements per species.

Fluorescence in situ hybridization (FISH) and microscopy.  Genomic DNA of S. polyrhiza, La. punc-
tata, Le. minor, Wa. hyalina and Wo. arrhiza were used as template to amplify rDNA regions with designed primer 
pairs for:

	 (i)	 18S-rDNA: 18S–SSU1(F) (TGGTTGATCCTGCCAGTAG) and 18S–1243 R: 
(AGAGCTCTCAATCTGTCA)43;

	(ii)	 26S-rDNA: 26S–0091 F (TAGTAACGGCGAGCGAACC)2 and 26S–1229rev 
(ACTTCCATGACCACCGTCCT)44;

	(iii)	 5S rDNA: UP46 (GTGCGATCATACCAGCACTAATGCACCGG) and UP47 
(GAGGTGCAACACGAGGACTTCCCAGGAGG)45.

Telomere-specific probes were generated by PCR using tetramers of the Arabidopsis-type telomere repeats 
without template DNA according to Ijdo et al.46. PCR products were used as templates for PCR-labeling (5S 
rDNA) or nick-translation (18S, 26S rDNA and telomere sequences) to generate the corresponding FISH probes. 
The probes were labeled with Cy3-dUTP (GE Healthcare Life Science), Alexa Fluor 488-5-dUTP, Texas Red-
12-dUTP, biotin-dUTP or digoxigenin-dUTP (Life Technologies) and precipitated as described in Hoang and 
Schubert47.

Probes were denatured at 95 °C for 5 min and chilled on ice for 10 min before adding 10 µl probe per slide (up 
to three different labeled probes simultaneously). Then, the mitotic chromosome preparations were denatured 
together with the probes on a heating plate at 80 °C for 3 min, followed by incubation in a moist chamber at 37 °C 
for at least 16 h. Post-hybridization washing and signal detection were carried out according to Lysak et al.48. 
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Widefield fluorescence microscopy for signal detection followed Cao et al.38. The images were pseudo-colored 
and merged using Adobe Photoshop software (ver.12)  (Adobe Systems).

To analyze the ultrastructure and spatial arrangement of signals and chromatin at a lateral resolution of 
~120 nm (super-resolution, achieved with a 488 nm laser), 3D structured illumination microscopy (3D-SIM) 
was applied using a Plan-Apochromat 63x/1.4 oil objective of an Elyra PS.1 microscope system and the software 
ZENblack (Carl Zeiss GmbH). Image stacks were captured separately for each fluorochrome using the 561, 488, 
and 405 nm laser lines for excitation and appropriate emission filters49. Maximum intensity projections of whole 
cells were calculated via the ZEN software. Zoom in sections were presented as single slices to indicate the subnu-
clear chromatin structures at the super-resolution level.

References
	 1.	 Bog, M. et al. Genetic structure of the genus Lemna L. (Lemnaceae) as revealed by amplified fragment length polymorphism. Planta 

232, 609–619, https://doi.org/10.1007/s00425-010-1201-2 (2010).
	 2.	 Tippery, N. P., Les, D. H. & Crawford, D. J. Evaluation of phylogenetic relationships in Lemnaceae using nuclear ribosomal data. 

Plant Biol 17(Suppl 1), 50–58, https://doi.org/10.1111/plb.12203 (2015).
	 3.	 Wang, W. et al. The Spirodela polyrhiza genome reveals insights into its neotenous reduction fast growth and aquatic lifestyle. Nat 

Commun 5, 3311, https://doi.org/10.1038/ncomms4311 (2014).
	 4.	 Khurana, J. P., Tamot, B. K. & Maheshwari, S. C. Induction of flowering in a duckweed, Wolffia microscopica, under noninductive 

long days by 8-hydroxyquinoline. Plant Cell Physiol 27, 373–376 (1986).
	 5.	 Krajnčič, B., Nemec, J., Tojnko, S. & Vogrin, A. Promotion of flowering by Mn-EDDHA in the long-short-day plant Wolffia arrhiza 

(L.) Horkel ex Wimm. J Plant Physiol 153, 777–780, https://doi.org/10.1016/S0176-1617(98)80235-6 (1998).
	 6.	 Bernard, F. A., Bernard, J. M. & Denny, P. Flower structure, anatomy and life history of Wolffia australiana (Benth.) den Hartog and 

van der Plas. Bull Torrey Bot Club 117, 18–26 (1990).
	 7.	 Bog, M. et al. Genetic characterization and barcoding of taxa in the genus Wolffia Horkel ex Schleid. (Lemnaceae) as revealed by two 

plastidic markers and amplified fragment length polymorphism (AFLP). Planta 237, 1–13, https://doi.org/10.1007/s00425-012-
1777-9 (2013).

	 8.	 Cao, H. X., Vu, G. T., Wang, W., Messing, J. & Schubert, I. Chromatin organisation in duckweed interphase nuclei in relation to the 
nuclear DNA content. Plant Biol 17(Suppl 1), 120–124, https://doi.org/10.1111/plb.12194 (2015).

	 9.	 Landolt, E. The family of Lemnaceae – a monographic study (Vol 1). Veröffentlichungen des Geobotanischen Institutes der Eidg. Techn. 
Hochschule, Zürich (1986).

	10.	 Landolt, E. The family of Lemnaceae – a monographic study (Vol 2). Veröffentlichungen des Geobotanischen Institutes der Eidg. Techn. 
Hochschule, Zürich (1987).

	11.	 Dolezel, J., Greilhuber, J. & Suda, J. Estimation of nuclear DNA content in plants using flow cytometry. Nat Protoc 2, 2233–2244, 
https://doi.org/10.1038/nprot.2007.310 (2007).

	12.	 Bog, M. et al. Genetic characterization and barcoding of taxa in the genera Landoltia and Spirodela (Lemnaceae) by three plastidic 
markers and amplified fragment length polymorphism (AFLP). Hydrobiologia 749, 169–182, https://doi.org/10.1007/s10750-014-
2163-3 (2015).

	13.	 Wang, W., Kerstetter, R. A. & Michael, T. P. Evolution of Genome Size in Duckweeds (Lemnaceae). J Bot 2011, 1–9, https://doi.
org/10.1155/2011/570319 (2011).

	14.	 Jovtchev, G., Schubert, V., Meister, A., Barow, M. & Schubert, I. Nuclear DNA content and nuclear and cell volume are positively 
correlated in angiosperms. Cytogenet Genome Res 114, 77–82, https://doi.org/10.1159/000091932 (2006).

	15.	 Kladnik, A. Relationship of nuclear genome size, cell volume and nuclei volume in endosperm of Sorghum bicolor. Acta Biol Slov 58, 
3–11 (2015).

	16.	 Les, D. H., Crawford, D. J., Landolt, E., Gabel, J. D. & Kimball, R. T. Phylogeny and Systematics of Lemnaceae, the Duckweed Family. 
Syst Bot 27, 221–240 (2002).

	17.	 Bennett, M. D., Leitch, I. J., Price, H. J. & Johnston, J. S. Comparisons with Caenorhabditis (approximately 100 Mb) and Drosophila 
(approximately 175 Mb) using flow cytometry show genome size in Arabidopsis to be approximately 157 Mb and thus approximately 
25% larger than the Arabidopsis genome initiative estimate of approximately 125 Mb. Ann Bot 91, 547–557 (2003).

	18.	 Shtein, I., Popper, Z. A. & Harpaz-Saad, S. Permanently open stomata of aquatic angiosperms display modified cellulose crystallinity 
patterns. Plant Signal Behav 12, e1339858, https://doi.org/10.1080/15592324.2017.1339858 (2017).

	19.	 Meckel, T., Gall, L., Semrau, S., Homann, U. & Thiel, G. Guard cells elongate: relationship of volume and surface area during stomatal 
movement. Biophys J 92, 1072–1080, https://doi.org/10.1529/biophysj.106.092734 (2007).

	20.	 Mursalimov, S. & Deineko, E. Cytomixis in plants: facts and doubts. Protoplasma 255, 719–731, https://doi.org/10.1007/s00709-017-
1188-7 (2018).

	21.	 Beppu, T. & Takimoto, A. Geographical distribution and cytological variation of Lemna paucicostata Hegelm. in Japan. Bot Mag 
(Tokyo) 94, 11–20 (1981).

	22.	 Urbanska, W. K. Cytological variation within the family of “Lemnaceae”. Veröffentlichungen des Geobotanischen Institutes der Eidg. 
Tech. Hochschule, Stiftung Rübel, in Zürich. https://doi.org/10.5169/seals-308615 (1980).

	23.	 Geber, G. Zur Karyosystematik der Lemnaceae. (PhD thesis, University of Vienna, Vienna, Austria, 1989).
	24.	 Roy, R. P. & Dutt, B. Cytology of Wolffia microscopica Kurz. Cytologia 32, 270–272 (1967).
	25.	 Hoang, P. N. T. et al. Generating a high-confidence reference genome map of the Greater Duckweed by integration of cytogenomic, 

optical mapping and Oxford Nanopore technologies. Plant J. https://doi.org/10.1111/tpj.14049 (2018).
	26.	 Kobayashi, T. Ribosomal RNA gene repeats, their stability and cellular senescence. Proc Jpn Acad Ser B Phys Biol Sci 90, 119–129 

(2014).
	27.	 Rosato, M., Kovarik, A., Garilleti, R. & Rossello, J. A. Conserved organisation of 45S rDNA sites and rDNA gene copy number 

among major clades of early land plants. PLoS One 11, e0162544, https://doi.org/10.1371/journal.pone.0162544 (2016).
	28.	 Michael, T. P. et al. Comprehensive definition of genome features in Spirodela polyrhiza by high-depth physical mapping and short-

read DNA sequencing strategies. Plant J 89, 617–635, https://doi.org/10.1111/tpj.13400 (2017).
	29.	 Price, H. J., Sparrow, A. H. & Nauman, A. F. Correlations between nuclear volume, cell volume and DNA content in meristermatic 

cells in herbaceous angiosperms. Experientia 29, 1028–1029 (1973).
	30.	 Mirsky, A. E. & Ris, H. The desoxyribonucleic acid content of animal cells and its evolutionary significance. J Gen Physiol 34, 

451–462, https://doi.org/10.1085/jgp.34.4.451 (1951).
	31.	 Thomas, C. A. Jr. The genetic organization of chromosomes. Annu Rev Genet 5, 237–256, https://doi.org/10.1146/annurev.

ge.05.120171.001321 (1971).
	32.	 Vu, G. T. H., Cao, H. X., Reiss, B. & Schubert, I. Deletion-bias in DNA double-strand break repair differentially contributes to plant 

genome shrinkage. New Phytol 214, 1712–1721, https://doi.org/10.1111/nph.14490 (2017).
	33.	 Schubert, I. & Vu, G. T. H. Genome stability and evolution: attempting a holistic view. Trends Plant Sci 21, 749–757, https://doi.

org/10.1016/j.tplants.2016.06.003 (2016).

https://doi.org/10.1038/s41598-019-39332-w
https://doi.org/10.1007/s00425-010-1201-2
https://doi.org/10.1111/plb.12203
https://doi.org/10.1038/ncomms4311
https://doi.org/10.1016/S0176-1617(98)80235-6
https://doi.org/10.1007/s00425-012-1777-9
https://doi.org/10.1007/s00425-012-1777-9
https://doi.org/10.1111/plb.12194
https://doi.org/10.1038/nprot.2007.310
https://doi.org/10.1007/s10750-014-2163-3
https://doi.org/10.1007/s10750-014-2163-3
https://doi.org/10.1155/2011/570319
https://doi.org/10.1155/2011/570319
https://doi.org/10.1159/000091932
https://doi.org/10.1080/15592324.2017.1339858
https://doi.org/10.1529/biophysj.106.092734
https://doi.org/10.1007/s00709-017-1188-7
https://doi.org/10.1007/s00709-017-1188-7
https://doi.org/10.5169/seals-308615
https://doi.org/10.1111/tpj.14049
https://doi.org/10.1371/journal.pone.0162544
https://doi.org/10.1111/tpj.13400
https://doi.org/10.1085/jgp.34.4.451
https://doi.org/10.1146/annurev.ge.05.120171.001321
https://doi.org/10.1146/annurev.ge.05.120171.001321
https://doi.org/10.1111/nph.14490
https://doi.org/10.1016/j.tplants.2016.06.003
https://doi.org/10.1016/j.tplants.2016.06.003


13Scientific Reports |          (2019) 9:3234  | https://doi.org/10.1038/s41598-019-39332-w

www.nature.com/scientificreportswww.nature.com/scientificreports/

	34.	 Ali, H. B., Lysak, M. A. & Schubert, I. Chromosomal localization of rDNA in the Brassicaceae. Genome 48, 341–346, https://doi.
org/10.1139/g04-116 (2005).

	35.	 Mandakova, T. & Lysak, M. A. Chromosomal phylogeny and karyotype evolution in x = 7 crucifer species (Brassicaceae). Plant Cell 
20, 2559–2570, https://doi.org/10.1105/tpc.108.062166 (2008).

	36.	 Abd El-Twab, M. H. & Kondo, K. Physical mapping of 5S and 45S rDNA in Chrysanthemum and related genera of the Anthemideae 
by FISH, and species relationships. J Genet 91, 245–249 (2012).

	37.	 Appenroth, K.-J., Teller, S. & Horn, M. Photophysiology of turion formation and germination in Spirodela polyrhiza. Biol Plant 38, 
95–106, https://doi.org/10.1007/bf02879642 (1996).

	38.	 Cao, H. X. et al. The map-based genome sequence of Spirodela polyrhiza aligned with its chromosomes, a reference for karyotype 
evolution. New Phytol 209, 354–363, https://doi.org/10.1111/nph.13592 (2016).

	39.	 Dolezel, J., Bartos, J., Voglmayr, H. & Greilhuber, J. Nuclear DNA content and genome size of trout and human. Cytometry A 51, 
127–128; author reply129, https://doi.org/10.1002/cyto.a.10013 (2003).

	40.	 Weyers, J. D. B. & Travis, A. J. Selection and preparation of leaf epidermis for experiments on stomatal physiology. J Exp Bot 32, 
837–850, https://doi.org/10.1093/jxb/32.4.837 (1981).

	41.	 Ibata, H., Nagatani, A. & Mochizuki, N. Perforated-tape Epidermal Detachment (PED): A simple and rapid method for isolating 
epidermal peels from specific areas of Arabidopsis leaves. Plant. Biotechnol 30, 497–502, https://doi.org/10.5511/
plantbiotechnology.13.0903b (2013).

	42.	 Falter, C., Ellinger, D., von Hulsen, B., Heim, R. & Voigt, C. A. Simple preparation of plant epidermal tissue for laser microdissection 
and downstream quantitative proteome and carbohydrate analysis. Front Plant Sci 6, 194–203, https://doi.org/10.3389/
fpls.2015.00194 (2015).

	43.	 Shoup, S. & Lewis, L. A. Polyphyletic origin of parallel basal bodies in swimming cells of chlorophycean green algae (Chlorophyta). 
J Phycol 39, 789–796, https://doi.org/10.1046/j.1529-8817.2003.03009.x (2003).

	44.	 Kuzoff, R. K., Sweere, J. A., Soltis, D. E., Soltis, P. S. & Zimmer, E. A. The phylogenetic potential of entire 26S rDNA sequences in 
plants. Mol Biol Evol 15, 251–263 (1998).

	45.	 Gottlob-McHugh, S. G. et al. Organization of the 5S rRNA genes in the soybean Glycine max (L.) Merrill and conservation of the 5S 
rDNA repeat structure in higher plants. Genome 33, 486–494 (1990).

	46.	 Ijdo, J. W., Wells, R. A., Baldini, A. & Reeders, S. T. Improved telomere detection using a telomere repeat probe (TTAGGG)n 
generated by PCR. Nucleic Acids Res 19, 4780 (1991).

	47.	 Hoang, P. T. N. & Schubert, I. Reconstruction of chromosome rearrangements between the two most ancestral duckweed species 
Spirodela polyrhiza and S. intermedia. Chromosoma 126, 729–739, https://doi.org/10.1007/s00412-017-0636-7 (2017).

	48.	 Lysak, M. A. et al. Mechanisms of chromosome number reduction in Arabidopsis thaliana and related Brassicaceae species. Proc Natl 
Acad Sci USA 103, 5224–5229, https://doi.org/10.1073/pnas.0510791103 (2006).

	49.	 Weisshart, K., Fuchs, J. & Schubert, V. Structured Illumination Microscopy (SIM) and Photoactivated Localization Microscopy 
(PALM) to Analyze the Abundance and Distribution of RNA Polymerase II Molecules on Flow-sorted Arabidopsis Nuclei.  
Bio-protocol 6, e1725, https://doi.org/10.21769/BioProtoc.1725 (2016).

Acknowledgements
We thank Marvin Edelman, Weizmann Institute, Rehovot, Israel, for providing the Landoltia clone 5562_A4 and 
Klaus Appenroth, Friedrich Schiller University Jena, Germany, for duckweed clones and critical reading of the 
manuscript. This work was supported by a grant of the German Research Foundation [SCHU 951/18-1] to IS. 
PNTH was supported by a Ph.D. scholarship of the Vietnam Ministry of Education and Training.

Author Contributions
P.N.T.H. and I.S. designed experiments; P.N.T.H., V.S., J.F. performed experiments, P.N.T.H., V.S., J.F., A.M. and 
I.S. analyzed data; P.N.T.H., V.S., J.F. and I.S. wrote the manuscript. All authors read and approved the manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-019-39332-w.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-019-39332-w
https://doi.org/10.1139/g04-116
https://doi.org/10.1139/g04-116
https://doi.org/10.1105/tpc.108.062166
https://doi.org/10.1007/bf02879642
https://doi.org/10.1111/nph.13592
https://doi.org/10.1002/cyto.a.10013
https://doi.org/10.1093/jxb/32.4.837
https://doi.org/10.5511/plantbiotechnology.13.0903b
https://doi.org/10.5511/plantbiotechnology.13.0903b
https://doi.org/10.3389/fpls.2015.00194
https://doi.org/10.3389/fpls.2015.00194
https://doi.org/10.1046/j.1529-8817.2003.03009.x
https://doi.org/10.1007/s00412-017-0636-7
https://doi.org/10.1073/pnas.0510791103
https://doi.org/10.21769/BioProtoc.1725
https://doi.org/10.1038/s41598-019-39332-w
http://creativecommons.org/licenses/by/4.0/

	Variation in genome size, cell and nucleus volume, chromosome number and rDNA loci among duckweeds

	Results

	Differences in morphology between duckweed genera. 
	Genome size variation. 
	Correlation between genome size, nuclear and cell volume within and between duckweed genera. 
	Chromosome numbers. 
	Intraspecific variation of genome size, chromosome number and guard cell parameters. 
	Location of 5S and 45S rDNA loci on duckweed chromosomes. 

	Discussion

	Materials and Methods

	Plant material and mitotic chromosome preparation. 
	Genome size measurement. 
	Epidermis preparation, microscopic cell and nuclear volume measurements, and statistics. 
	Fluorescence in situ hybridization (FISH) and microscopy. 

	Acknowledgements

	Figure 1 Phylogenetic relationship, frond, stomata and nuclei morphology of duckweed species.
	﻿Figure 2 Variation in cell morphology (A), floating-style (B) and genome size (C) in duckweeds.
	Figure 3 Guard cell and nuclear volume measurement (A) and linear regressions of duckweed cell parameters (B).
	Figure 4 Equal and abnormal nuclei distribution in sister guard cells of Wa.
	Figure 5 Chromosome numbers of eleven duckweed species, identified in somatic metaphases.
	Figure 6 5S and 45S rDNA loci (arrowheads) of eleven duckweed species.
	Table 1 Cytological characterization of eleven duckweeds species.
	Table 2 Chromosome numbers of 11 tested duckweed species from our study and others.




