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Abstract

Testate amoebae are widely used in ecological and palaeoecological studies of peatlands, particularly as
indicators of surface wetness. To ensure data are robust and comparable it is important to consider
methodological factors which may affect results. One significant question which has not been directly
addressed in previous studies is how sample size (expressed here as number of Sphagnum stems)
affects data quality. In three contrasting locations in a Russian peatland we extracted samples of
differing size, analysed testate amoebae and calculated a number of widely-used indices: species
richness, Simpson diversity, compositional dissimilarity from the largest sample and transfer function
predictions of water table depth. We found that there was a trend for larger samples to contain more
species across the range of commonly-used sample sizes in ecological studies. Smaller samples
sometimes failed to produce counts of testate amoebae often considered minimally adequate. It seems
likely that analyses based on samples of different sizes may not produce consistent data. Decisions
about sample size need to reflect trade-offs between logistics, data quality, spatial resolution and the
disturbance involved in sample extraction. For most common ecological applications we suggest that
samples of more than eight Sphagnum stems are likely to be desirable.

Keywords: Testate amoebae; Sample Size; Protist; Bioindication; Transfer function; Wetland
Introduction

Testate amoebae are a polyphyletic group of protists defined by the presence of a test (Meisterfeld,
2002). Testate amoebae are abundant in a wide variety of habitats but are particularly abundant in
freshwater wetlands where they are typically the dominant group of heterotrophic protists (Gilbert et
al., 1998; Mitchell et al., 2008). Over recent years there has been considerable interest in the application
of testate amoebae as bioindicators for a wide variety of environmental changes (Payne, 2013). The
most widespread of these uses has been as indicators of water table depth in palaeoecological studies
from peatlands (Charman, 1999; Qin et al., 2013; Van Bellen et al., 2014). After numerous studies over
the last 25 years it is now well-established that testate amoebae taxa have differing preferences for
peatland surface wetness (usually expressed as water table depth). Transfer functions which attempt to
quantify these optima in surface samples have been widely used to produce quantitative
reconstructions of changing water table depth in peatlands (Payne et al., 2016).

As testate amoebae have become more widely studied in peatlands there has been an increasing focus
on the testing and refinement of methods and interpretation. Studies have focussed on questions such
as optimum preparation methods (Hendon and Charman, 1997; Avel and Pensa, 2013), sampling depth
(Roe et al., 2017), taxonomic approach (Payne et al., 2011; Mitchell et al., 2014) and sample storage
(Mazei et al., 2015). There are particularly important questions regarding the scaling relationships
between sampling effort and data quality. Several studies have looked at the relationship between the
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number of individual tests counted under the microscope and the species richness (Warner, 1990;
Woodland et al., 1998; Mitchell et al., 2000) and composition (Payne and Mitchell, 2009) of the
assemblage identified. The influence of the size of sample analysed has been little considered despite
extensive consideration in other contexts (Heck et al., 1975; Azovsky, 2000).

Testate amoeba assemblages are known to show fine-scale spatial variation even in areas of relatively
homogeneous vegetation and physical environment. In the most intensive study of this topic Mitchell et
al. (2000) studied the testate amoeba assemblages of a Sphagnum magellanicum lawn in a Swiss
peatland. Across a macroscopically homogeneous plot of only 40x60 cm these authors showed
considerable variability in testate amoeba assemblages with clear spatial structuring of the species
composition and large variability in biomass. Some individual taxa differed in relative abundance by an
order of magnitude between adjacent samples. Another study of testate amoeba distribution in a
macroscopically homogeneous Sphagnum angustifolium lawn has shown species-dependent spatial
organisation down to a scale of 1 cm (Mazei and Tsyganov, 2007).

Assuming this level of fine-scale spatial variability is typical for peatlands this raises the question: what is
the optimum sample size for the determination of testate amoeba assemblages in ecological studies?
The sample size considered in previous studies varies considerably from a single Sphagnum stem up to
samples of more than 25 cm” which may represent dozens of individual stems (Mitchell et al., 2000;
Payne et al., 2006; Jassey et al., 2012). It seems plausible that different sample sizes may lead to
datasets which differ in important respects. In this study we analysed surface samples spanning the
range of commonly used sizes in order to assess whether and how such differences affect data quality
and to make recommendations for future studies.

Material and Methods
Study site and Sampling

Samples for the study were collected in a mesotrophic peatland (53.125511° N, 45.841298° E) located in
the forest-steppe zone of the East European Plain (Penza Region, Russia) in July, 2007 (Supplementary
Figure 1). The study area has a continental climate characterized by mean January temperature of —12
°C and mean July temperatures of +20 °C. Mean annual precipitation is 500 mm yr™, at the lower end of
the range typical for northern peatlands (World Water and Climate Atlas, 1961-1991; New et al. 2002).
The vegetation of the peatland is dominated by Carex spp. and Sphagnum spp.

To consider how sample size-assemblage relationships may differ between microhabitats we conducted
sampling in three locations spanning the range of surface wetness and vegetation commonly
encountered in northern peatlands. Biotope 1 was the driest with vegetation cover of Sphagnum
angustifolium and Polytrichum strictum and a canopy of Betula sp., the measured water table depth was
26 cm. Biotope 2 was intermediate in wetness with open lawn vegetation of Sphagnum palustre and
Sphagnum magellanicum and no trees, water table depth was 12 cm. Biotope 3 was a hollow with
Sphagnum squarrosum and was the wettest of the sampling locations with a water table depth of 0 cm.
In each location samples of different size (1, 3 and 8 Sphagnum stems) were extracted from the same
location in three replicates and one larger sample of 16 stems was extracted giving a total of 30
samples. We focus on the number of Sphagnum stems as an index of sample size because this is easily
determined in the field and frequently used by analysts. Sampled stems extended to a depth of 6 cm.
Material sampled was Sphagnum angustifolium in Biotope 1, Sphagnum palustre in Biotope 2 and
Sphagnum squarrosum in Biotope 3. This difference in Sphagnum species sampled was necessitated by
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the aim to consider a variety of assemblages. However it is important to note that this may influence
results because different Sphagnum species may contain different test densities and may grow at
different rates meaning that the same stem depth represents differing time periods. The samples were
placed in plastic flasks and stored in 4% formalin to avoid the possibility of any post-sampling change in
assemblage (Mazei et al., 2015).

Testate amoeba analysis

Samples were prepared for testate amoeba analysis following a modified water-based technique (Mazei
and Chernyshov, 2011). Moss samples were suspended in deionised water and thoroughly shaken for 5
minutes. The suspension was carefully poured in to a Petri dish (10 cm diameter) and left to settle.
Testate amoebae were identified and counted by direct microscopy with a dissecting light microscope
(Biomed, Russia) at a magnification of 160x. Tests were identified based on Mazei and Tsyganov (2006).
The full volume of each sample was counted and all tests recorded, live individuals were not
differentiated.

Data analysis

We analysed the data to determine how key properties of the identified assemblage varied with
increasing sample size. We considered four widely used metrics: species richness, Simpson’s diversity
index, compositional dissimilarity and transfer function predictions of water table depth. We first
calculated two measures of diversity: species richness (the number of taxa recorded per sample) and
Simpson’s diversity index (expressed as 1-D, where D is the raw index) which combines species richness
with a measure of species evenness. Both may be expected to increase as sample size increases and
more taxa are encountered. We calculated Simpson diversity using the ‘diversity’ function in the R
package vegan (Oksanen et al., 2007). Next we considered the similarity in assemblage between the
smaller sized samples and the largest sized sample we analysed (16 stems). We quantified compositional
dissimilarity using the Bray-Curtis index (Bray and Curtis, 1957). It can be expected that as sample size
increases the assemblage structure may become increasingly similar to that of the largest sample. We
calculated Bray-Curtis dissimilarity between each sample and that of the 16 stem sample using the
‘vegdist’ function in vegan. Finally we considered the predictions of a transfer function for hydrological
inference (Tsyganov et al., 2017). It can be expected that as sample size increases the model prediction
of water table depth may become both more accurate and more similar to that of the largest sample.
Tsyganov et al. (2017) have recently presented a transfer function for the peatlands of European Russia
including samples from the site considered here. We applied the optimum weighted average/inverse
deshrinking transfer function from that study to these samples to predict water table depth for each
sample. Transfer function analyses used the R package rioja (Juggins, 2009).

Our approach of counting all tests in the sample meant that count totals varied considerably amongst
samples (89-1979 tests, mean=354). As this is likely to influence many of the metrics, we used
rarefaction to reduce all datasets to a common count total (that of the lowest value encountered in any
one sample: 89 tests). Rarefaction was conducted using the function ‘rrarefy’ in vegan which is based on
sampling without replacement. We repeated this process 1000 times to give a range of plausible
datasets for each sample. We calculated each metric using both these rarefied datasets based on
consistent counts and the original dataset with variable counts. We tested for correlations between
sample size and each metric using Spearman’s R,.
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Our laboratory data collection only addressed four possible sample sizes (1, 3, 8 or 16 Sphagnum stems).
To consider alternative sample sizes beyond these four we simulated alternative possibilities based on
the combination of analysed samples. For each biotope we randomly selected combinations of the
analysed samples in order to achieve each possible sample size from 1-16 stems and repeated analyses.

Results

In total, 29 testate amoeba taxa belonging to 10 genera were observed (Supplementary Table 1). The
most abundant taxa were Arcella arenaria (27% of the total count), Euglypha tuberculata (18%), Arcella
gibbosa (12%), Assulina seminulum (11%), Corythion dubium (11%) and Arcella polypora (5%)
(Supplementary Table 1). All the taxa, except for Arcella gibbosa and Arcella polypora, were observed in
more than 80% of all samples. Three taxa (Arcella arenaria irregularis, Euglypha aspera, Euglypha
cristata major, Hyalosphenia minuta) were observed in one sample only. The number of species per
sample varied from 4 to 19 (10 + 0.67, mean * SE, n = 30).

The most clear-cut change with increasing sample size was that the count total increased substantially
(Fig. 1). This is to be expected but it is interesting to note the scale of the difference. In one sample
based on a single stem and one sample based on three stems the count total of 100 tests recommended
by Payne and Mitchell (2009) was not achieved. The higher total of 150 tests used in many studies was
not achieved for five of nine samples based on one stem and four of nine samples based on three
stems..

The total number of testate amoeba species observed was greater than the total number of species in
the largest samples (16 stems). The number of identified species differed among the biotopes and was
greatest in biotope 2 (intermediate moisture content). Species richness increased with increasing
sample size (this correlation was significant in two biotopes). Similar increases were apparent when
considering both the raw count data (Fig. 2A) and the rarefied data based on consistent count (Fig. 3A).
This suggests that the trends are not solely driven by increasing count total but also represent a real
increase in the diversity of the assemblage identified with increasing sample size. The increase appears
to be greatest as sample size exceeds eight Sphagnum stems with relatively little further change to 16
stems (Supplementary Figure 2A). Trends with sample size were less apparent when considering
Simpson diversity with a non-significant increase in biotope 3 but no clear trend in the other two
biotopes in either raw or rarefied data (Fig. 2B, 3B).

Differences in species composition of testate amoeba assemblages were apparent with sample size. In

the raw data there were strong (but non-significant) declines in Bray-Curtis dissimilarity from the largest
samples with increasing sample size (Fig. 2C). Similar but more subtle declines could be observed in the
rarefied data (Fig. 3C) and general declining trends were also present in the simulated data series
(Supplementary Figure 2C). Although the results were non-significant they imply that assemblage
composition varies with sample size with larger samples tending to be increasingly similar.

Transfer function predictions of water table depth showed considerable variability between sample
locations (Fig. 2D, 3D, Supplementary Figure 2D). Predictions for biotope 3, the wettest site were
typically in the range of 5-7 cm, drier than the measured water table depth (0 cm) but within the
expected prediction accuracy of the transfer function (Tsyganov et al., 2017). Predictions for biotope 1,
the driest site were typically in the range 20-27 cm, close to the measured value of 26 cm. Predictions
for the intermediate biotope 2 were the least accurate, typically 18-25 cm, considerably drier than the
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measured depth of 12 cm. Across all three biotopes there was little trend in predicted water table depth
values with increasing sample size and no trends which were significant.

Discussion

Our study is of limited scale considering 30 samples from three locations in a single site, not
differentiating live from dead individuals and considering relative abundance rather than test
concentrations. In future research it would be desirable to replicate our work across a greater number
of sites, replicate sampling within biotopes, consider concentrations as well as relative abundance and
live individuals as well as all tests. Nevertheless, this is the first study of the topic and the results are
revealing in several respects.

In terms of count total our data show that the smallest samples investigated may fail to identify
sufficient tests to reach commonly used target count totals . Results from samples containing less than
eight Sphagnum stems may fail to reach totals considered minimally adequate to produce robust
results. Results also imply that more taxa are likely to be located in larger samples. This is relatively
unsurprising as larger samples will inevitably encompass more heterogeneity with different taxa and a
larger total species pool. However, more surprisingly, the results here imply that this holds true even at
fine scales over which key environmental controls on peatland testate amoebae vary relatively little. The
range of sample size in this study encompasses the range of sample size encountered in the published
literature, implying that some differences in species richness between published studies might be due to
the size of the samples considered, rather than any fundamental difference in the investigated
assemblages. Somewhat less robustly, our results also imply that assemblage composition tends to
converge as sample sizes become larger. Smaller samples may reflect differences in environment at a
smaller spatial scale than environmental measurements and therefore introduce noise into the data.
Our results do not provide any direct evidence that sample size influences transfer function predictions.
This may be because differences in assemblage represent taxa with similar hydrological preferences or
that real trends are overwhelmed by noise in this relatively small dataset.

Overall, our results imply the strong possibility that sample size may affect data quality in peatland
testate amoeba studies. It is common in the literature for sample size not to be stated in the methods
but it seems likely that sizes used may differ sufficiently to mean that results could be inconsistent.
Differing sample size is probably one of several methodological factors which complicate current
attempts to combine and synthesise testate amoeba datasets (Amesbury et al., 2016).

The appropriate sample size for a study will always be a trade-off between various considerations. For
studies which attempt to link testate amoeba assemblages to environmental variables the appropriate
scale for the analysis of testate amoebae will depend on the scale at which the environmental variables
are investigated. The most frequently measured variable is water table depth (Payne et al., 2012) which
is unlikely to vary greatly over the scale of different potential sample sizes and is usually measured by
inserting a dipwell or digging a hole which is unlikely to be less than ~5 cm diameter. For these purposes
a larger sample would seem appropriate to maximise the pool of testate amoeba species identified.
Where the environmental variables vary and are measured at finer resolution a smaller sample may be
more appropriate despite the probable lower numbers of individuals and species (Mitchell et al., 2000).
Small sample sizes may also be appropriate in situations where there is a need to minimise disturbance.
This is particularly the case in experimental studies where the volume of material available is small (e.g.
mesocosm experiments) or where the need to re-sample over time means that sampling needs to
consider the possibility of disturbance to the plots (Mulot et al., 2014). Logistical constraints may also
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become important; when sample numbers are high or sample sizes very large the resulting volume of
material may complicate sample transport and storage. The optimum sample size for a study is a matter
for researcher discretion but it is important that an informed decision is made and that such trade-offs
are recognised. We suggest that for many common applications a sample size of more than eight
Spahgnum stems may be desirable. Comparisons between studies should acknowledge the
methodological factors which may influence results of individual studies.
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Figure legends

Figure 1. Change in test count with increasing sample size. Points show individual samples, lines show
means by biotope. Series marked with = show significant correlations with number of Sphagnum stems
analysed (Spearman’s R, P<0.05). Y-axis is shown on a logarithmic scale to facilitate visualisation of
differences at the lower end of the scale; common target count totals of 100 and 150 tests are marked
by dashed horizontal lines.
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Figure 2. Change in testate amoeba assemblage metrics with increasing sample size based on original
count data. Plots show: A) species richness, B) Simpson diversity, C) Bray-Curtis dissimilarity from the
corresponding largest sample and D) predictions of water table depth using a transfer function model.
Series marked with = show significant correlations with number of Sphagnum stems analysed
(Spearman’s R, P<0.05). Points show individual samples, lines show means by biotope. Material sampled
was Sphagnum angustifolium in Biotope 1, Sphagnum palustre in Biotope 2 and Sphagnum squarrosum
in Biotope 3.

Figure 3. Change in testate amoeba assemblage metrics with increasing sample size based on rarefied
data. Plots show: A) species richness, B) Simpson diversity, C) Bray-Curtis dissimilarity from largest
sample and D) predictions of water table depth using a transfer function model. For each point figures
show mean of 1000 cycles of rarefaction. Series marked with = show significant correlations with
number of Sphagnum stems analysed (Spearman’s R, P<0.05). Points show individual samples, lines
show means by biotope. Material sampled was Sphagnum angustifolium in Biotope 1, Sphagnum
palustre in Biotope 2 and Sphagnum squarrosum in Biotope 3.



242

243

244

245

246

247



248

249
250

Figure 1.
A %
1000 o
*
o
€
3
o O
7} count=150
GJ 777777777777777777777777777777
}_
v m ® - Count=100 "
O Biotope 1
[ Biotope?2
/A Biotope 3
10 I I I I I I I
0 4 6 8 10 12 14 16 18

Sample Size (no. stems)



251

252

253

Figure 2.
20 09
A) o BY &
0.8 - 8
o _———B
07 - g a
@
-QE) 2 06 o
< 06
2 5 |
10 4
@ 2 A A
S g- 0.5 4
2 17}
7] A
0.4 -
54
O Biotope 1 0.3 - i O Biotope 1
@ Biotope 2 @ Biotope 2
A Biotope 3 A Biotope 3
0 T T T T v . r r 02 T T T " . :
0 2 4 6 8 10 12 14 16 18 0 6 8 10 12 14 16 18
Sample Size (no. stems) Sample Size (no. stems)
30
D)
= @]
5 25
£
z §
o © 20 A O
E ) =]
P o
2 8
5 =
2 g %
g g
3
IS =] § 10
g 8 A A
o ] £ ﬁ A
0.2 4 : A A ;
O Biotope 1 54 A A O Biotope 1
@ Biotope 2 @ Biotope 2
A Biotope 3 A Biotope 3
0.0 T T T v 0 T T T : - :
0 2 4 6 8 10 0 6 8 10 12 14 16 18

Sample Size (no. stems)

Sample Size (no. stems)




254

255
256

Figure 3.
14
A) .
12 4
*
10
% (]
w
[
c
5 8
@ A*
3
.g 64 A
Q.
) A 2
i A
2 4 O Biotope 1
@ Biotope 2
A Biotope 3
0 : . . - - - - -
0 2 4 6 8 10 12 14 16 18
Sample Size (no. stems)
05
)
o O
0.4 o) A
2
5 n 6
E 034
3 |
©
: | & . 3
(3 0.2+ fe) A
E A
[
0.1
O Biotope 1
@ Biotope 2
A Biotope 3
0.0 - . - :
0 2 4 6 8 10

Sample Size (no. stems)

Simpson (1-D)

Inferred water table depth (cm)

09
B
0.8 4
\%___-—-‘4 *
0.7 4 g A
@]
0.6
A
0.5 A
A
0.4 4
03 4 O Biotope 1
= @ Biotope 2
A Biotope 3
0.2 T T T T T T T
0 2 6 8 10 12 14 16 18
Sample Size (no. stems)
30
D)
O
25 4
20 4 O
|
15
10
A A A
541 A ) O Biotope 1
B Biotope 2
A Biotope 3
0 T T T T T T T
0 2 6 8 10 12 14 16 18

Sample Size (no. stems)



257
258

259
260
261
262
263
264
265
266
267
268
269
270
271
272
273
274
275
276
277
278
279
280
281
282
283
284
285
286
287
288
289
290
291
292
293
294
295
296
297
298
299
300
301
302
303
304
305
306
307

References

Amesbury, M.J., Swindles, G.T., Bobrov, A., Charman, D.J., Holden, J., Lamentowicz, M.,
Mallon, G., Mazei, Y., Mitchell, E.A., Payne, R.J., 2016. Development of a new pan-European
testate amoeba transfer function for reconstructing peatland palaecohydrology. Quaternary
Science Reviews 152, 132-151.

Avel, E., Pensa, M., 2013. Preparation of testate amoebae sa mples affects water table depth
reconstructions in peatland palacoecological studies. Estonian Journal of Earth Sciences 62, 113-
119.

Azovsky, A.L, 2000. Concept of scale in marine ecology: linking the words or the worlds? Web
ecology 1, 28-34.

Bray, J.R., Curtis, J.T., 1957. An ordination of the upland forest communities of southern
Wisconsin. Ecological Monographs 27, 325-349.

Charman, D.J., 1999. Testate amoebae and the fossil record: issues in biodiversity. Journal of
Biogeography 26, 89-96.

Gilbert, D., Amblard, C., Bourdier, G., Francez, A.-J., 1998. Short-term effect of nitrogen
enrichment on the microbial communities of a peatland, In: Amiard, J.C., Le Rouzic, B., Berthet,
B., Bertru, G. (Eds.), Oceans, Rivers and Lakes: Energy and Substance Transfers at Interfaces:
Proceedings of the Third International Joint Conference on Limnology and Oceanography held
in Nantes, France, October 1996. Springer Netherlands, Dordrecht, pp. 111-119.

Heck, K.L., van Belle, G., Simberloff, D., 1975. Explicit calculation of the rarefaction diversity
measurement and the determination of sufficient sample size. Ecology 56, 1459-1461.

Hendon, D., Charman, D.J., 1997. The preparation of testate amoebae (Protozoa: Rhizopoda)
samples from peat. The Holocene 7, 199-205.

Jassey, V.E.J., Shimano, S., Dupuy, C., Toussaint, M.-L., Gilbert, D., 2012. Characterizing the
feeding habits of the testate amoebae Hyalosphenia papilio and Nebela tincta along a narrow
“fen-bog” gradient using digestive vacuole content and 13 C and 15 N isotopic analyses. Protist
163, 451-464.

Juggins, S., 2009. rioja: analysis of Quaternary science data. R package version 0.5-6. URL
http://cran.r-project.org/package= rioja.

Mazei, Y., Chernyshov, V., Tsyganov, A.N., Payne, R.J., 2015. Testing the Effect of
Refrigerated Storage on Testate Amoeba Samples. Microbial Ecology 70, 861-864.

Mazei, Y., Tsyganov, A.N., 2006. Freshwater testate amoebae. KMK: Moscow.

Mazei, Y.A., Chernyshov, V., 2011. Testate amoebae communities in the southern tundra and
forest-tundra of Western Siberia. Biology bulletin 38, 789-796.

Mazei, Y.A., Tsyganov, A.N., 2007. Species composition, spatial distribution and seasonal
dynamics of testate amoebae community in a Sphagnum bog (Middle Volga Region, Russia).
Protistology 5, 156-206.

Meisterfeld, R., 2002. Testate amoebae with filopodia. The illustrated guide to the protozoa 2,
1054-1084.

Mitchell, E.A.D., Borcard, D., Buttler, A.J., Grosvernier, P., Gilbert, D., Gobat, J.-M., 2000.
Horizontal Distribution Patterns of Testate Amoebae (Protozoa) in a Sphagnum magellanicum
Carpet. Microbial Ecology 39, 290-300.

Mitchell, E.A.D., Charman, D.J., Warner, B.G., 2008. Testate amoebae analysis in ecological
and paleoecological studies of wetlands: past, present and future. Biodiversity and Conservation
17,2115-2137.

Mitchell, E.A.D., Lamentowicz, M., Payne, R.J., Mazei, Y., 2014. Effect of taxonomic
resolution on ecological and palacoecological inference—a test using testate amoeba water table
depth transfer functions. Quaternary Science Reviews 91, 62-69.

Mulot, M., Villard, A., Mitchell, E.A., 2014. Adaptation of Sphagnum peatland testate amoebae
communities to an artificial water table depth gradient over a 19 month period, In: Marcisz, K.



http://cran.r-project.org/package=

308
309
310
311
312
313
314
315
316
317
318
319
320
321
322
323
324
325
326
327
328
329
330
331
332
333
334
335
336
337
338
339
340
341
342
343
344
345
346

(Ed.), 7th International Symposium on Testate Amoebae. Adam Mickiewicz University, Poznan,
Poland, p. 17.

Oksanen, J., Kindt, R., Legendre, P., O’Hara, B., Stevens, M.H.H., Oksanen, M.J., Suggests, M.,
2007. The vegan package. Community ecology package 10.

Payne, R., Telford, R., Blackford, J., Blundell, A., Booth, R., Charman, D., Lamentowicz, L..,
Lamentowicz, M., Mitchell, E., Potts, G., Swindles, G., Warner, B., W, W., 2012. Testing
peatland testate amoeba transfer functions: appropriate methods for clustered training-sets.
Holocene 22, 819-825.

Payne, R.J., 2013. Seven reasons why protists make useful bioindicators. Acta Protozoologica
52, 105.

Payne, R.J., Babeshko, K.V, van Bellen, S., Blackford, J.J., Booth, R.K., Charman, D.J.,
Ellershaw, M.R., Gilbert, D., Hughes, P.D., Jassey, V.E., 2016. Significance testing testate
amoeba water table reconstructions. Quaternary Science Reviews 138, 131-135.

Payne, R.J., Kishaba, K., Blackford, J.J., Mitchell, E.A.D., 2006. Ecology of testate amoebae
(Protista) in south-central Alaska peatlands: building transfer-function models for
palaeoenvironmental studies. The Holocene 16, 403-414.

Payne, R.J., Lamentowicz, M., Mitchell, E.A.D., 2011. The perils of taxonomic inconsistency in
quantitative palaeoecology: experiments with testate amoeba data. Boreas 40, 15-27.

Payne, R.J., Mitchell, E.A., 2009. How many is enough? Determining optimal count totals for
ecological and palaeoecological studies of testate amoebae. Journal of Paleolimnology 42, 483-
495.

Qin, Y., Mitchell, E.A., Lamentowicz, M., Payne, R.J., Lara, E., Gu, Y., Huang, X., Wang, H.,
2013. Ecology of testate amoebae in peatlands of central China and development of a transfer
function for paleohydrological reconstruction. Journal of Paleolimnology 50, 319-330.

Roe, H.M., Elliott, S.M., Patterson, R.T., 2017. Re-assessing the vertical distribution of testate
amoeba communities in surface peats: implications for palaeohydrological studies. European
journal of protistology.

Tsyganov, A.N., Babeshko, K., Novenko, E., Malysheva, E., Payne, R., Mazei, Y., 2017.
Quantitative reconstruction of hydrological regime in bogs based on the palacocommunities of
testate amoebae. Russian Journal of Ecology 18.

Van Bellen, S., Mauquoy, D., Payne, R.J., Roland, T.P., Daley, T.J., Hughes, P.D.M., Loader,
N.J., Street-Perrott, F.A., Rice, E.M., Pancotto, V.A., 2014. Testate amoebae as a proxy for
reconstructing Holocene water table dynamics in southern Patagonian peat bogs. Journal of
Quaternary Science 29, 463-474.

Warner, B., 1990. Testate Amoebae (Protozoa). Methods in Quaternary Ecology no. 5. .
Geoscience Canada 5, 65-74.

Woodland, W., Charman, D.J., Sims, P.C., 1998. Quantitative estimates of water tables and soil
moisture in Holocene peatlands from testate amoebae. The Holocene 8, 261-273.



