Genetics and Molecular Biology
https://doi.org/10.1590/1678-4685-GMB-2019-0410

Supplementary Material to “Integrated analysis of label-free quantitative proteomics and bioinformatics reveal
insights into signaling pathways in male breast cancer”

I : I,
Technical o 7 rpr 2 FPT 3

Replicates = i E a

F 3 3% 3 3 3

MPT_1 0.7300 0.7358 0.7316 03 2 g L9 i
MPT_2 0.7138 0.7185 0.7207
MPT_3 0.7152 0.7213  0.7233

Pearson's coefficient average= 0.7233

4.77% Hydrolase (PC00121)

s Oxidoreductase (PC0O0176)

3.41% Calcium-binding protein (PC00060)
Transcription factor (P :

1.14% Extracellular matrix protein (P

1.14% Transmembrane rece

Cellular (GO:00
Metabol (GO:(C
0:0051179)

d wh ad d
o

Defense/immunity pr

14% Chaperone (PCOO( )
1.14% ein (PCOD070)

~OY-0NT74RAN
s (GO:0071840)

Cellular comp

jical regulation

d ok wd

-l -

14% Isomerase (PC00135)

VL.

Extracellular matrix organization (GO:0030198)+

Membrane raft assembly (GO:0001765)+

Establishment of protein localization to plasma membrane (GO:0090002)4
Dermatan sulfate biosynthetic process (GO:0030208)

SRP-dependent cotranslational protein targeting to membrane (GO:0006614)

ER to (golgi vesicle-mediated transport (GO:0006888)

Chondroitin sulfate catabolic process (G0O:0030207)

Response to copper ion (GO:0046688)+

DNA damage response, signal transduction by p53 class mediator (GO:0030330)+
Cell-cell adhesion (GO:0098609)-

Q 9% ™ © @
Number of DEPs

0 |

v"' ECM-receptor interaction (hsa04512)+
PPAR signaling pathway (hsa03320)+

Tyrosine metabolism (hsa00350)

Fatty acid degradation (hsa00071)+

Protein processing in endoplasmic reticulum (hsa04141)

Fatty acid metabolism (hsa01212)+

Malaria (hsa05144)4

Regulation of lipolysis in adipocytes (hsa04923)

T T

o V% ™ ©
Number of DEPs

Figure S5 — Technical replicates and the differentially expressed proteins from the MPT x FPT tissues comparison. |. Pearson correlation analysis between the MPT x FPT tissues based
on LFQ intensity values of the 1,340 identified proteins. Il. Hierarchical clustering analysis from the 447 DEPs between the MPT x FPT tissues. Functional annotation of the
differentially expressed proteins identified in the MPT x FPT tissues comparison: According to the funtional classification of the PANTHER system v.13.1, based on gene ontology (GO)
terms: Il1.Protein class; 1V. Molecular function; V. Biological process. According to the functional enrichment analysis of the DAVID v. 6.8 database: V1. Top enriched biological
processes (GO terms, p<0.05); VII. Top enriched KEGG pathways (p<0.05).



