A

let-7a-5p
isomi [1| 1 isomiR
a - 5 3 | C { E H 495 tumors 59 normals f 140 &
o pri _ 120}
RNA Subtype pe e 254 2 100 g
P S s T S
miRNA Subtype b . 6 [ SR é TR
i Miae & 40 !i i
Methylation Subtype 5o \ NV SIREY #
2 oo 2.54 0
Copy Number Subtype £ ¥ N152436
RAS Status o miR21-5p
BRAF Status £ oreg 500 =
H \ 5 400 %4
é o0 LRRTARS: é 300 R
g % 2001 g E n %
H
4 0 12 % 100 i b
Rank o Y H
N152436
miR-30a-3p
50
R-306-3p g‘O MRS
silhouette width g% E E
= 20+ >
Classical 333 1.4E-08 E‘c ’ E o
Follicular 99 1.8E-22 e i
Tallcell 35 5.6E-07 o
d Py— B BRAF V6O00E 233 Ni152436
P A 3 BRAF Other 5
8 o8 - Mg | BRAF 9 miR=146b-5p
50 E H 1 I HIKINRAS 52 100
) 3 EIF1AX 5
g o= T T W RET 2 ol =
Q I X I PPARG 4 2
< 0453 T g r \l NTRK1/3 9 g 0 .
> R S L Other 13 E
5 02 %% * T T T T ) ) S 4
a 1 5 2 4 3 6 all M somatic mutation &
0.0 W Fusion 20 ;.
15 2 4 3 6 118 79 64 7114 149 495 ol ﬁ E
0.78 0.80 0.71 0.73 0.65 0.67 N15 2 436
e M miR-375 " miR-221-3p miR-182-5p
2 40 60
g 1 - . 3 30 2 g Ghw 308
E obg - g g g s flrs & s
& § §ee 8 £ : s4 2HA[-B 3
By ¥ . & 3 & S
RNA [ Class 1 Class 2 Class 3 Mclass4  MClass 5 b s iR
. . ¥y .
miRNA [l Class 1 Class 2 Class 3 M Class 4 [iclass5 M Class6 — 2E4 — Ni15243%6
Methylation [l Follicular CpG Isl. Meth. [ Classical 1 [l Classical 2 0.63 078 -0.27 -0.62 0.28 -052
Copy Number [l Many SCNA | Quiet W 22q Il Some SCNA
RAS Wild Type | Mutant
BRAF Wild Type [ V600E [l Other Mutant Il Fusion
Expression [N .
Low High
1
C a Purity D P-value
e — - 1711l patnotogic_stage  0.061
: ' E A1 TFTE AT TN O IIMEAT istological_type  1.3E-09
0 L] I 1IE NRAS_mutation ~ 4.4E-04
* [ | | TTN_mutaton  0.40
. i W mmu I BRAF_mutation  8.6E-17
" ! I Il T6_mutation ~ 0.54
i
“ ' : RET_mutation 0.0036
' ! |/l HRAS_mutation  0.0018
o EIF1AX_mutation 0.17
Percent of lymphcyte infiltration
4
g O
3
o
Percent of stromal cells <E &
EA thylati 801 * *
methylation . .
privd . - Fibronectin
404
Histology <001 ' ' ; CHK2
VE0OE !
oo |1 1) e = g |
BRAF other | | 008 0 E
04 a
om0 5[5 [ . ' — e
- 2 ; 3
HIKINRAS I l . I II <001 g % iz — )
EIF1AX | | I 002 3 = EH — Claudin 7
s | il | e Tigar
et |l | I - ST R Ty
W classical 1 . tall col 3
s Il | - == &
MRNA clusters  RPPA clusters  Gene alteration
- 4 m1 N3 W mutaton
12 m5 2 m4 W fusion
m3 ms none
mRNA clusters <001
CoG locus posion 'DNA methylaton level
mmwl | HW"WWH <om  Sogoe:  mmmm— o sEg i
. A uu......i
weeacusn ||| N NNNHN VA AR i M, g
| 2
E Legend
BRAF-RAS score
| |
-1(BRAF) 0  (RAS)1
Mutations
B Mmutant I wild type [
. l
Differentiation score [ al;
— — o | ALl L
-4 0 25 W 1] | s veooe
[ep—
1 JHEIC 1 18As_tuwion
. | oS
Histology | WA (A RCRUEN T LRl VA IR A0 o
m Classical W Follicular 10 wan
™ Tall cell . | | o
U it wind I 1 Omer fuson
i 1 (N NN 1 Il | oam
Fol. Fraction 18I memn " 1 i . e
" U I - - - m—— Wrevonsy
0% 100% I T N T T I I {0 T OSSP I T TR TR 111 e

RPPA_clust

miRNA_clust

mRNA_clust

DNAmeth_clust




