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Additional files

Additional file 1 as PDF

Additional file 1 Figure S1. TCTNL1 protein expression was analysed by
immunohistochemistry staining and positive staining rate of TCTN1 in normal brain
samples and GBMs was indicated as a scatter plot. P value was determined by
Student’s t-test.

Additional file 1 Figure S2. TCTN1 mRNA expression was significantly different in
subgroups of GBMs in the TCGA cohort according to status of IDH1 mutation (A),
ATRX mutation (B), MYCN amplification (C) or PDGFRA amplification (D) as
indicated. A single spot represents the TCTN1 expression value (in log 2 scale) of an
individual patient, with a line in the middle representing the mean expression value. P
values were determined by Student’s t-test.

Additional file 1 Figure S3. Correlations between TCTN1 with GLI1(A) and
PTCHZ1(B) levels in TCGA cohort.

Additional file 1 Figure S4. Kaplan-Meier curves were plotted according to different
TCTNL1 gene expression for overall survival of GBM patients in the TCGA cohort
stratified by the status of EGFR amplification (A, B), PDGFRA amplification (C, D),
MY CN amplification (E, F), PARK2 deletion (G, H), CDKN2A deletion (I, J) and
CDKNZ2B deletion (K, L) as indicated. P values were obtained from log-rank test.



Figure S1

1005

P=0.042 m
HE EN
EEEEEEEN
o 80 EEEEEEEER
o ° EEEEN
e) ° EE EN EE
£ ° EEEEN
£ 60- EEEEEE N
© EEEEEN
/)]
o)
2w oo =
ﬁ EEE N
o X X ] EEE
o ] ]
20- 0 EEEN
] ]
EEN
0 ° ° L UL
e = 2 & &

Normal (n=16) GBM (n=110)



Figure S2
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Figure S3

4 . y
O o “es o°
.o ‘3 % 3
41 o’
6 8

loe)

PTCH1

104

10



Figure S4
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