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Comprehensive analysis for castration-resistant prostate cancer-specific
proteins in serum extracellular vesicles.

Nakano, Kosuke
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We comprehensively analyzed proteins in serum exosomes of prostate cancer
patients with bone metastasis using LC-MS/MS. Comparisons were made among untreated,
androgen-deprivation therapy (ADT) -responsive, and castration-resistant prostate cancer (CRPC)
groups. In the CRPC group alone, no protein was expressed at a high level. However, six proteins
expressed at a significantly higher level in the CRPC group than in the untreated group and one
protein expressed at a significantly higher level in the CRPC group than in the ADT response group
were identified. In the future, the functional analysis of these proteins is scheduled using the
prostatic cancer cell line.
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4 Cellular Component

extracellular exosome

blood microparticle
extracellular space
extracellular region
extracellular matrix

focal adhesion

platelet alpha granule lumen
myelin sheath

melanosome

intermediate filament

0 50 100 150 200 250 300
Enrichment Score(-log,,{P-value})
5
Molecular Function
structural molecule activity I
cadherin binding involved in cell-cell adhesion T
serine-type endopeptidase activity I E———
structural constituent of cytoskeleton T
serine-type endopeptidase inhibitor activity IEEEEE————
threonine-type endopeptidase activity mEE—————
poly(A) RNA binding I
endopeptidase inhibitor activity I———————
calcium ion binding I
GTPase activity
0 5 10 15 20 25 30

Enrichment Score(-log,,{P-value})

1 ; CRPC
(adjusted P-value < 0.05 Fold change > 1.5) 6

(A2M, C1QTNF3) (1GHM)
, (CREB3, UBTF) i
6 CRPCTHBICERRTZIIVY—LIVIY
A2M CRACR2A CREB3
41 n.s. n.s s n.s n.s 47 ns. n.s
'.8 3 . o 4 ® o 3] .
g '.n E 3 § * °
2 2 . © . oo © 24 ®
% . 2 5 2 °* . g ’ e
14 * —.—et PPV v 9 ° < .' v 14 . —— .
e %o N .‘Tg.....—‘o—.“ ..:" —egee— 4 ol
0 * . bl 0 . . ’ 0 . ' .
FaM ADTEM CRPC St ADTE#H CRPC FBM ADTES# CRPC
IGHM C1QTNF3 UBTF
34 —_— 2.0- —_ y 25 —_s NS
o ° 2 15 et S 20 ¢ *
g 7 % E o % 15 )
§ :. T 101 ® ... g ®
k=) ) LI : & 10 . T
@ " ° o* o:oo 0 s e * o° i —— * ‘
::. ) ° 05
0 0.0 . . . 0.0
KB ADTSR CRPC kit ADTZZ CRPC HEW ADTEH CRPC

t-test, Bonferronicorrection ~adjusted p value < 0.05, ** adjusted p value < 0.01, n.s. not significant
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