The expression characteristics and function of the RECQ family in pan-cancer

55

T
—— e,
e __pl FN
—— | P
[ ",
Ty
5 . o,
e o
— - -@@\a
E ST
Hilr— _— .omw
1 |®OmuQ
— - oY
"
—_1— oy,
s I
— %,
“ﬁ|ﬂ.o®v
|-
m|‘||, -,
R =l T
T g o,

i m— -
3 . %,
iC T -@@W
s SO
- (o)
ape em (o]
I~ o
g _— |0
s
s e | 5
Q. — Sl Y
- awmv
A it
»
-
(3
: - - v &

<

(1+nd1) SBoq
7023 10 uolssaudxe ay |

ZF 22 g5
B a8 =5
—— %, —l— %, — ., e
e L e - | e - |
il - il Oowu. il p—"1 O@O H O@Q
7 % —im— %
T [ B e —a— 4,
ws- 4 3 z % o . .
* I »ﬂ.\\ u_”ﬂ.| - NG\A\,\ * L ».u\m\
—;,— | ol — Wi
w . =l PR A Y S s N
i , — . - [ %, i %, i —-— %
+ L \N\O&w_ J L @0&4 |J| |\.~\QL\%
1%, = QY s 9,
i |# L Qv/wv% . |*| | ONV% m_”+ I Om/wv%
Ha = - % - 3
HN L - L O@Q s 4| | Ohm‘q i - —— | Ov&‘
w —a [0, —F % * V%
) Lo ™ Lo, @ 5 |ﬁ | o
s S b
——— Lo e g e L%
o e 2 = b, : ),
i’ - 0»@» * 3 Q.«VV i . - | Svo»
s —— | o — g | . =
i 1 o&» iC o@» i —TTr o\w@
| — - | - - [
.| - V n | V |
i e O il %, |.|ﬁ [ 5,
i % %, rT =@ %, . ™ %,
i —E %, —aF— | %, i — | %
s o % g "%, i — 25
g o——— | R - , . i
O Y A “E— %, — - %,
g —Em— % e [ ", ) (%,
il 1 @@o [ 1 é@o g — @@o
L 4, 7 g b I — iy
s p—— - ° S o N
it e Fo, W T e %, i e %,
il I|— L VO%O m_”|I|.- | VO\m\Q m_H|I| . VOA\O
— | 0 K [
L | oﬁw 4| o@o — ™ oﬁw
= A e e S =
¥ - A, 3
S e D e i SO
Ovav fuvav GV%
i Y L =y L] [

(L+NdL) ¢Boq
W19 Jo uoissaidxa ay |

(L+d 1) éBoq
NMA 1o uoissaidxa ay |

@ © < ~

(1+Wd L) %Bo
D3N Jo uoissa.dxe ay |

T
<

B Normal
B8 Tumor

(1+ndL) SBo
STDD3IY JO Uoissadxa |

Fig. S1 Expression of RECQ family in tumor and normal tissues. (A) The mRNA expression of

RECQs was evaluated across 33 cancers from TCGA. *p < 0.05, **p < 0.01, ***p < 0.001.
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Fig. S2 CNA and DNA methylation of RECQ family in human cancers. (A) The correlation between
RECQs mRNA expression and CNV from TCGA. (B) The top 5 negative correlation between RECQs
mRNA expression and DNA methylation was demonstrated by TCGA.
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Fig. S3 RECQ mRNA expression in different immune subtypes through TISIDB. Showing the five
most statistically significant cancer types for each gene.
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Fig. S4 Overall survival prognosis forest map of RECQ family genes in TCGA. The prominently
black labels indicated p < 0.05.



