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. Patients with conventional PTC HTS <A —phis
BEAOIERE
32
ws 0
ﬁ :,,i P<.001 by log-rank test
_5 40 _
E No mutation e
BRAF mutation only
207 TERT mutation only
BRAF and TERT mutation
0 | | | |
0 5 10 15 20
Years
No. at risk
No mutation 442 288 155 50 15
BRAF mutation only 256 165 82 22 8
TERT mutation only 41 33 19 8 2
BRAF and TERT mutation 54 39 16 4 0
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Liu R et al. JAMA Oncology 2017
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(B) Recurrent PTC without transformation
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TC
PIK3CA

Sequence

Frequency (n/N)
90.5 (19/21)
88.9 (16/18)
90.9 (20/22)
95.0 (19/20)

20.0 (4/20)
30.0 (6/20)

TERT . C228T . C250T [: Wild type . Not availavie

BRAF . V600E |—] Wwild type . Not availavie

PIK3CA . E545K . H1047R . G1049D D wild type . Not availavie

FofviEenlt L 72 A5 OK) 8 E|H
BRAFE TERT7AE— R ICER%A HD

©—6 Oishi N, Kondo T et al. Mod Pathol 2017
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Table 3 BRAF and TERT mutation status in pediatric and adult PTCs

Pecﬁiﬁ?ﬁ%s Aﬁgélfog%ECs p value
BRAF
V600E 44/81 (54) 77/91 (85) <0.001°
TERT promoter mutation
All 0/81 (0) 11/85 (13) 0.001°
C250T 0 (0) 3/85 (4)
C228T 0 (0) 8/85 9)

% and p values are based on the total number of cases with available data
" Mutant vs wild-type
* Pearson’s Chi-square test

AFRO/NBHBERETIEITERT /O E—X —ZE LA LN
®-1

Oishi N, Kondo T et al. Endocr Pathol 2014
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BRAF "¢ 96(69.6)
RET/PTC1 Tl 8(5.8)
ETV6/NTRK3 il 6(4.3)
STRN/ALK | 2(1.4)
RET/PTC3 1(0.7)
AFAPIL2/RET | 1(0.7)
PPFIBP2/RET 1(0.7)
KIAA1217/RET 1(0.7)
ARFP/RET | 1(0.7)
SQSTM1/NTRK3 | 1(0.7)
TPR/NTRKI 1(0.7)
Unknown III.II. 19(13.8)

BEDEFEAIBR CIIBRAFEEN®RDZ

Iwadate M et al. JCEM 2020

BEOEFEIEEICTERT 7T —X—ZR|IHWHINTL AL
ZLEEE63/41 7 0 5

Mitsutake M et al. Sci Rep 2015
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