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Figure S1. (A) MALDI-TOF spectrum of peptides obtained from SDS-PAGE band excised and analysed as reported in
Materials and Methods. (B) MASCOT Search results of the peptides matching the human uncharacterized protein
c100rf118. (C) Prediction of the protein 3D-structure by Phyre2 program, showing the presence of many alpha-helix as

secondary structures.



Cancers 2021, 13, 1105

3 of 3

AT

B

c10orf118]

B-actin]

C100RF118 gene exprossion
{fold change]
=

HY 227 2] M4y 259

12 345 67 8 9101112151415 1617 1819 20

26y 7YY

291' 3(]1 Y 327 337 347 397 MY 37y 38y 399 409

-8

- oo BB,
- d_. *- —_—— -

= |

= — 110k0aT

— 50kDaT

e e e e o e S Jﬁ— 40-kDaY

Figure S2. A. RT-PCR analysis of the c10orf118 gene expression in 20 tissue specimens from breast cancer patients; B.
western blot analysis of the c100rf118 protein expression in 20 tissue specimens from breast cancer patients.

Table S1. Information of different gene variants and protein isoforms of c100rf118, according to Ensembl bioinformatics

program.

Name Transcript ID bp Protein Translation ID Biotype
CCDC186-006 ENSTO00000369287 7245 898aa ENSP00000358293 Protein coding
CCDC186-003 ENST00000369285 2035 211aa ENSP00000358291 Protein coding
CCDC186-002 ENST00000369286 1928 211aa ENSP00000358292 Protein coding
CCDC186-001 ENST00000428953 1576 436aa ENSP00000415344 Protein coding
CCDC186-004 ENST00000497592 661  No protein - Processed transcript
CCDC186-005 ENST00000490661 477  No protein - Retained intron

Table S2. Cellular localization of c100rf118 predicted by ComPPI computational program (http://comppi.linkgroup.hu/).

Major Localization

Minor Localization

Cytosol Cytoplasm (GO:0005737)
Cytosol Cytoplasm (GO:0005737)
Mucleus Mucleus (GO:0005634)
Secretory-pathwiay Golgi apparatus (GC:.0005794)

Secretory-pathway Golgi apparatus (G0:0005794)

Localization Score

091
091
07

084
0.94

Experiment Type Source Database
Predicted: pTarget method LOCATE
Predicted. PAML algorithm PA-GOSLB
Predicted: SV decision tree eSLDE
Predicted. PAML algorithm PA-GOSIB
Experimental: annotated protein expression (APE) The Human Protein Atlas



