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Supplementary Table 1. The rs2853669 single nucleotide polymorphism in 27 AYA patients 

with melanoma 

 

Melanoma Subtype TERT promoter  rs2853669 
−245A>G  

Conventional 
Melanoma 

 

1 pos 
2 neg 
4 pos 

5*** pos 
6 pos 
7 pos 
8 pos 
9 neg 
11 neg 
12 pos 
13 neg 
14 neg 
16 neg 
19 neg 
21 neg 
22 pos 
23 pos 

25**** pos 
27 pos 
29 pos 

Nevoid Melanoma  
3 neg 
10 neg 

Nevoid Melanoma  
15 pos 
17 neg 
18 pos 
20 neg 
24 pos 
26 neg 

 

 

 

 

 

 



Supplementary Table 2. TERT promoter methylation analysis by MassARRAY in 28 AYA 

melanoma samples 

 

Sample ID 
TERT_Cp

G_1
TERT_Cp
G_2_3_4

TERT_Cp
G_5_6_7

TERT_Cp
G_8_9

TERT_Cp
G_10_11_

12
TERT_Cp
G_13_14

TERT_Cp
G_15_16

TERT_Cp
G_17

TERT_Cp
G_18_19_

20_21 TERT_CpG_22
TERT_Cp

G_23
TERT_Cp
G_24_25

TERT_Cp
G_26

13 13.0% 17.0% 9.0% 8.0% NA 2.0% 16.0% 5.0% 7.0% 6.0% 2.0% 6.0% NA
1 15.0% 16.0% 10.0% 9.0% NA 8.0% 17.0% 4.0% 11.0% 8.0% 0.0% 8.0% NA
8 35.0% 34.0% 24.0% 19.0% NA 14.0% 22.0% 5.0% 16.0% 12.0% 5.0% 5.0% NA

19 13.0% 15.0% 15.0% 9.0% NA 5.0% 19.0% 8.0% 13.0% 9.0% 4.0% 11.0% NA
23 32.0% 23.0% 25.0% 12.0% NA 17.0% 29.0% 11.0% 13.0% 14.0% 4.0% 8.0% NA
29 33.0% 25.0% 18.0% 16.0% NA 16.0% 24.0% 7.0% 14.0% 12.0% 5.0% 13.0% NA
11 36.0% 29.0% 22.0% 27.0% NA 11.0% 26.0% 14.0% 16.0% 12.0% 13.0% 9.0% NA
27 37.0% 28.0% 21.0% 22.0% NA 8.0% 21.0% 8.0% 16.0% 12.0% 13.0% 10.0% NA
12 33.0% 33.0% 28.0% 29.0% NA 7.0% 20.0% 16.0% 17.0% 8.0% 13.0% 14.0% NA

7 28.0% 24.0% 23.0% 13.0% NA 12.0% 18.0% 12.0% 15.0% 14.0% 7.0% 14.0% NA
14 19.0% 26.0% 26.0% 14.0% NA 15.0% 24.0% 5.0% 17.0% 17.0% 7.0% 12.0% NA

6 64.0% 52.0% 49.0% 34.0% NA 32.0% 46.0% 31.0% 36.0% 15.0% 29.0% 16.0% NA
25 20.0% 35.0% 40.0% 51.0% NA 10.0% 30.0% 6.0% 11.0% 24.0% 19.0% 28.0% NA

5 35.0% 41.0% 39.0% 35.0% NA 18.0% 32.0% 12.0% 22.0% 25.0% 25.0% 26.0% NA
2 34.0% 31.0% 24.0% 31.5% NA 19.0% 43.5% 16.5% 26.0% 24.0% 27.5% 31.0% NA
4 59.0% 44.0% 41.0% 45.0% NA 37.0% 50.0% 34.0% 33.0% 26.0% 30.0% 29.0% NA

21 72.0% 63.0% 43.0% 60.0% NA 34.0% 46.0% 20.0% 37.0% 31.0% 30.0% 57.0% NA
16 40.0% 50.0% 55.0% 61.0% NA 12.0% 48.0% 8.0% 38.0% 51.0% 56.0% 19.0% NA
22 66.0% 54.0% 38.0% 34.0% NA 29.0% 44.0% 20.0% 28.0% 42.0% 35.0% 56.0% NA

9 61.0% 59.0% 40.0% 74.0% NA 47.0% 74.0% 51.0% 57.0% 73.0% 70.0% 56.0% NA
3 2.0% 8.0% 6.0% 0.0% NA 1.0% 15.0% 4.0% 7.0% 4.0% 0.0% 2.0% NA

10 8.0% 8.0% 18.0% 19.0% NA 5.0% 18.0% 3.0% 5.0% 3.0% 34.0% 7.0% NA
17 27.0% 18.0% 8.0% 17.0% NA 2.0% 13.0% 6.0% 9.0% 2.0% 3.0% 5.0% NA
26 30.0% 29.0% 28.0% 21.0% NA 15.0% 19.0% 6.0% 12.0% 10.0% 1.0% 13.0% NA
15 19.0% 18.0% 15.0% 11.0% NA 8.0% 26.0% 7.0% 10.0% 12.0% 5.0% 7.0% NA
24 36.0% 21.0% 22.0% 25.0% NA 8.0% 16.0% 7.0% 14.0% 10.0% 6.0% 9.0% NA
18 28.0% 24.0% 15.0% 16.0% NA 12.0% 17.0% 7.0% 14.0% 9.0% 6.0% 11.0% NA
20 38.0% 33.0% 21.0% 22.0% NA 26.0% 33.0% 21.0% 16.0% 10.0% 17.0% 16.0% NA  
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Cloning and sequencing results for the Upstream of the Transcription Start Site (UTSS) region of the 
TERT promoter  in 10 AYA melanocytic neoplasms
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