Additional materials

(for article by Koroleva A.G. with coauthors)
Comparison of the relative telomere length (RTL) in different parts of the body of the planarian Sorocelis hepatizon
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Fig. 1S. 

a - Photo of the ventral side of the planarian body; it indicates the areas of the worm's body from which DNA was extracted. Since planarians do not have a body cavity, it is impossible to clearly identify the organs and tissues of these animals without special histological sample preparation. They lie in the parenchyma. Therefore, we designate the samples taken as s1 and s2 (soma, body), implying that they contain a mixture of different types of cells. Material taken from the pharynx is designated as ph.
b - Comparison of RTL in different parts of the body of the planarian. No statistical differences between the groups were found (Wilcoxon Matched Pairs Test, p> 0.05), n is the sample size.
Electrophoregrams of the actin gene region (reference gene for determining the relative telomere length in planarians)
[image: image2.png]M Ps k- Bg Sh Ra k-

s RS

Shorter region of the
same gene for 1000
real-time PCR

jiill

'

1000
500

e

500

1
ol’

100





Fig. 2S. 
А: 

The region of the actin gene that was sequenced by the authors in the studied species of planarians 

Ps = Ph. sibirica, 
Bg = B. guttata, 

Sh = S. hepatizon, 

Ra = R. arecepta.

Structure of primers:

F (forward) 5’- CATGGAGAAGATCTGGCATCA - 3’

R (reverse) 5’ - TTAGAAGCATTTACGGTGAAC - 3’

Length of the PCR product ~900 bp

Electrophoresis was carried out on a 1% agarose gel in 0.5x TBE buffer, M – marker of molecular weight (bp), k - negative control.

The phylogenetic analysis of this gene region and the NCBI number are presented by Koroleva et al., 2013.

В:
The actin gene region that was used as a reference gene in this work

Structure of primers:

For Siberian species (Ps)
F: 5’ - TCCAGCCATGTATGTCGCAAT - 3’

R: 5’ - GTCACACCATCTCCTGAATCCA - 3’

Length of the PCR product 92 bp
For Baikal species (Bg, Sh, Ra)
F: 5’ - TGCTCCACCAACAATGAAAA - 3’

R: 5’ - TTGGAAGGTTGAAAGCGAAG - 3’

Length of the PCR product 100 bp
Electrophoresis was carried out on a 2% agarose gel in 0.5x TBE buffer.
Repeats of real-time PCR experiments
R. arecepta, N=36
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S. hepatizon, N=22
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B. guttata, N=57
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Ph. sibirica, N=54
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Fig. 3S. RTL – relative telomere length,

RTL1 – RTL data obtained as a result of first experiment

RTL2 – data for the same samples obtained as a result of the second experiment
Table 1S. Maximum, mean and minimum RTL values in individuals of different sizes of the four planarian species

	R. arecepta

	сm*
	к
	5
	6
	7
	8
	9
	10
	11
	12
	13
	14
	16
	
	

	N
	1
	1
	3
	4
	7
	3
	5
	16
	15
	10
	6
	4
	
	

	max
	-
	-
	0.77
	0.78
	0.8
	0.58
	0.63
	0.86
	0.87
	0.88
	0.86
	0.7
	
	

	mean±SD
	0.47
	0.78
	0.72±0.06
	0.64±0.21
	0.61±0.15
	0.49±0.11
	0.59±0.03
	0.56±0.16
	0.62±0.13
	0.66±0.17
	0.63±0.19
	0.46±0.23
	
	

	min
	-
	-
	0.65
	0.34
	0.43
	0.37
	0.54
	0.25
	0.44
	0.36
	0.37
	0.21
	
	

	S. hepatizon

	cm
	2
	3
	4
	5
	6
	7
	8
	9
	10
	
	
	
	
	

	N
	8
	6
	8
	12
	3
	4
	1
	3
	1
	
	
	
	
	

	max
	1.54
	1.73
	1.78
	1.38
	1.73
	1.18
	-
	1.09
	-
	
	
	
	
	

	mean±SD
	1.12±0.24
	1.18±0.36
	1.26±0.3
	0.99±0.22
	1.6±0.19
	0.91±0.22
	0.94
	0.88±0.22
	0.7
	
	
	
	
	

	min
	0.85
	0.65
	0.9
	0.65
	1.38
	0.69
	-
	0.65
	-
	
	
	
	
	

	B. guttata

	mm
	2
	3
	4
	5
	6
	7
	8
	9
	10
	11
	12
	13
	14
	15

	N
	34
	21
	5
	9
	14
	17
	16
	13
	15
	6
	1
	1
	1
	1

	max
	1.32
	1.32
	1.15
	1.16
	1.36
	1.24
	1.34
	1.17
	1.18
	1.34
	-
	-
	-
	-

	mean±SD
	0.98±0.15
	0.89±0.2
	1.02±0.16
	0.85±0.16
	1.05±0.16
	0.96±0.12
	1.03±0.13
	0.92±0.14
	0.97±0.11
	0.88±0.24
	0.9
	1
	0.97
	0.75

	min
	0.68
	0.55
	0.77
	0.68
	0.84
	0.79
	0.84
	0.72
	0.8
	0.64
	-
	-
	-
	-

	Ph. sibirica

	mm
	2
	3
	4
	5
	6
	7
	8
	9
	10
	11
	12
	14
	17
	

	N
	7
	12
	7
	10
	11
	11
	13
	16
	15
	4
	6
	2
	3
	

	max
	1.46
	1.38
	1.54
	1.4
	1.21
	1.34
	1.53
	1.19
	1.37
	1.02
	1.2
	1.26
	1.09
	

	mean±SD
	1.21±0.21
	1.11±0.2
	1.12±0.29
	0.91±0.22
	0.9±0.2
	0.91±0.21
	0.99±0.25
	0.95±0.16
	0.87±0.22
	0.9±0.11
	1.02±0.12
	1.15±0.16
	0.99±0.09
	

	min
	0.89
	0.92
	0.85
	0.64
	0.55
	0.72
	0.66
	0.59
	0.54
	0.75
	0.9
	1.03
	0.92
	


* Body size values (cm, mm) is rounded to integers. SD - standard deviation, N - number of individuals.

