Cyclidium glaucoma

Figure 1: Photograph of the isolated ciliate.

Abstract

As part of the course “Diversity and evolution
of microbial eucaryotes” at Uppsala university,
samples for algal sequences were collected
and identified. The results show that the
collected species is most likely Cyclidium
glaucoma.

Sampling

The sample was collected from a water source
near Vaxjo, Sweden, by lake Torsjo (figure 2).
The water source is located in a grazing
pasture and surrounded by trees such as oak,
birch and spruce. (figure 2)
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Figure 2: Picture of lake torsjé, the red dot marks the sample
site.
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Figure 3: Picture of the sample site with surrounding greenery.

Materials and methods

Purification

The sample was cultured using MWC and Z8
algal mediums, promoting algal growth in a
6X8 well plate. The sample did not show
sufficient algal growth so well B5, treated with
MWC, was chosen for purification and
sequencing as it appeared to contain ciliates
(figure 4).

Phylogeny

Phylogeny was determined using different
computing programs. After receiving the
sequences, Snapgene (SnapGene) was used to
trim and assemble the sequences. The
assembled sequence was analyzed using
BLAST® (Altschul et al. 1990), and sequences
likely phylogenetically similar were collected.
Together with significant protist groups, these
sequences were analyzed using the MAFFT
program (Rozewickii et a/, 2019) and

assembled into a phylogenetic tree using
igtree (Minh et al, 2020) and iTool (Letunic &




Bork, 2021). The result of this is shown in
figure .

Figure 4: Photograph of the cultured ciliate.

Discussion

As shown in figure 4, the cultured species is a
ciliate, part of the alveolate group in the SAR
phylum. The species is closest to Cyclidium
glaucoma, a common ciliate in water habitats
across the salinity spectrum. (Fenchel et al.
2015)

Due to it being very common the collected
species could very well be c. glaucoma the
somewhat low commonality value during the
BLAST and the low bootstrap could be due to
contamination, which was an issue throughout
the whole laboration process.

L ukaryota TSAR Alveclala Ciliophora Heterotrichea Heteratrichea X Stentoridae Stentor Stentor coeruleus FNBS9815

Tree scale: L1 — Eukaryola TSAR Alveolala Giiophara Spirotrichen Euplatia Euplotidse Euplotes Euplotes. sp EF525833
- Fukaryola TSAR Alveolata Cilicphora Olig Tatrah da Colpidium Colpidium oolpoda FFO70266
R KX465196.1 Uncultured ciliate clane OL3 188
- Q442842 1 Cyclieium glaucoma isolate £529 165

o DQ442860.1 Cyslicium glaucoma isolate ES45 188
DQ447841 1 Cyglicium glaucoma isolate ES25 185
KP702190 1 Cyeidium gisucoms isolate Kopanang A 185
Assembled alger 450
KYBEE367 1 Cyclidium marnnum isolale AP small subunil

é’;JNBZEﬂbD 1 Uncultursd ciliata clane Alchichica AQTw 5E 45 small suburit
B iv280366.1 Cyciidium glaucoma iselste AP4 small subunit

0QE15974 1 Gyclidium glaucoma isolate Poecilia reticulata 2nd smal subunit
u D

KX465198.1 Uncultured ciiate clone OL33 185
Q442835 1 Cyclidium glaucoma isolats ES15 185
KX465197 1 Uncullured ciliale clone OL7 188
MHOD895.1 Uncultured eukaryote isolate P480 small subunit
MHO08831.1 Uncultured eukaryote isolste P343 small subunit
- KY478313 1 Cychdium glaucoma 188
EUN32350 1 Cycldium glaucoma small suburit
KX853100 1 Cyclidium 5p. FG-2018a isolete PXM2015 102601 smell subunit
MN524102.1 Cyclidium vorax isolate PMM-20171026 small subunit
AJTE7060.1 Cyclidium glaucoma partial 165 rRNA gene clone TH14
JN705536 1 Uncullured mieroeukaryota elong 228Jun21 0BE 185
DQ442851.1 Cyalidium glaucoma isolate ES39 185
|DQ442828.1 Cycldium glavcom isolels 54 185
£1D0442824.1 Cyclidium glaucoma isolate ES31 188
L’]le350517 1 Uncultured eukaryots isolate OTUA57 small subunit

B N B _ Z226879 1 C glaucoma small subunil rRNA partial
Figure 4: The resulting phylogenetic tree, the isolated species is
shown in red.
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