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Uplatnenie vysledkov projektu

Vysledky projektu po publikovani kompletnych nameranych vysledkov ziskanych rieSenim
projektu, umoznia:

1. Vyvoj novej generacie molekulovych diagnostickych testov na karcinomy, vratane
karcinomu prsnika, s Sirokym vyuzitim v prevencii pomocou skriningu rizikovych skupin
obyvatelstva na zaklade veku alebo inych parametrov,

2. Zredukovanie a postupnu eliminaciu invazivnych biopsii prsnika a ich nahradenie
minimalne invazivnym odberom krvi,

3. Postupnu redukciu a eliminaciu nakladnych imunohistochemickych diagnostickych metod
pouzivanych v zdravotnictve v onkoldgii,

4. Postupnu redukciu z finan€ného hladiska nakladnych zobrazovacich metéd (mamografia,
USG, CT, MR) a ich nahradenie novou generaciou molekulovych diagnostickych testov,
ktoré budu finan€ne menej nakladné,

5. Radikalne znizenie umrtnosti na karcindbm prsnika po uvedeni do Standardnej praxe novej
generacie molekulovych diagnostickych testov diagnostikovanim vacsieho poc¢tu
karcinbmov v relativne lieCitefnom I. $tadiu onkologického ochorenia.

Suhrn vysledkov rieSenia projektu a naplnenia cielov projektu v slovenskom jazyku
(max. 20 riadkov)
Proteomickou analyzou vzoriek krvi pacientok s karcindmom prsnika bolo identifikovanych v
CD4+ T lymfocytoch pri podtype karcindmu prsnika Luminal A 6 620 proteinov proteinov, z
ktorych bolo Statisticky signifikantne up alebo down regulovanych 53 proteinov, z toho up-
regulovanych 19 proteinov a down-regulovanych 34 proteinov, pri podtype karcinomu
prsnika Luminal B bolo identifikovanych 7 299 proteinov, z ktorych bolo Statisticky
signifikantne up alebo down regulovanych 70 proteinov, z toho up-regulovanych 31
proteinov a down-regulovanych 39 proteinov, pri podtype karcindmu prsnika TNBC 5 722
proteinov, z ktorych bolo $tatisticky signifikantne up alebo down regulovanych 122
proteinov, z toho up-regulovanych 81 proteinov a down-regulovanych 41 proteinov, pri
podtype karcindmu prsnika HER2+ pozitivny 5 678 proteinov, z ktorych bolo Statisticky
signifikantne up alebo down regulovanych proteinov 99 proteinov, z toho up-regulovanych
25 proteinov a down-regulovanych 74 proteinov, pri benignom nadore prsnika 6 462
proteinov, z ktorych bolo $tatisticky signifikantne up alebo down regulovanych 101
proteinov, z toho up-regulovanych 47 proteinov a down-regulovanych 54 proteinov.
Proteomickou analyzou vzoriek krvi pacientok s karcindmom prsnika bolo identifikovanych v
CD19+ T lymfocytoch pri podtype karcindmu prsnika Luminal A 6 308 proteinov, z ktorych
bolo Statisticky signifikantne up alebo down regulovanych proteinov 119 proteinov, z toho
up-regulovanych 65 proteinov a down-regulovanych 54 proteinov, pri podtype karcindmu
prsnika Luminal B bolo identifikovanych 7 767 proteinov, z ktorych bolo Statisticky
signifikantne up alebo down regulovanych proteinov 63 proteinov, z toho up-regulovanych
40 proteinov a down-regulovanych 23 proteinov, pri podtype karcinomu prsnika TNBC 5
130 proteinov, z ktorych bolo Statisticky signifikantne up alebo down regulovanych proteinov
110 proteinov, z toho up-regulovanych 68 proteinov a down-regulovanych 42 proteinov, pri
podtype karcindmu prsnika HER2+ pozitivny 4 919 proteinov, z ktorych bolo Statisticky
signifikantne up alebo down regulovanych proteinov 93 proteinov, z toho up-regulovanych
33 proteinov a down-regulovanych 60 proteinov, pri benignom nadore prsnika 6 681
proteinov, z ktorych bolo $tatisticky signifikantne up alebo down regulovanych proteinov 91
proteinov, z toho up-regulovanych 45 proteinov a down-regulovanych 46 proteinov.
Proteomickou analyzou vzoriek krvi pacientok s karcinomom prsnika bolo identifikovanych v
CD14+ monocytoch pri podtype karcindmu prsnika Luminal A 5 702 proteinov, z ktorych
bolo Statisticky signifikantne up alebo down regulovanych 65 proteinov, z toho up-
regulovanych 27 proteinov a down-regulovanych 38 proteinov, pri podtype karcinébmu
prsnika Luminal B bolo identifikovanych 6 599 proteinov, z ktorych bolo Statisticky
signifikantne up alebo down regulovanych 27 proteinov, z toho up-regulovanych 14
proteinov a down-regulovanych 13 proteinov, pri podtype karcindmu prsnika TNBC 4 590
proteinov, z ktorych bolo Statisticky signifikantne up alebo down regulovanych 66 proteinov,
z toho up-regulovanych 48 proteinov a down-regulovanych 18 proteinov, pri podtype
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karcindbmu prsnika HER2+ pozitivny 4 891 proteinov, z ktorych bolo $tatisticky signifikantne
up alebo down regulovanych 61 proteinov, z toho up-regulovanych 20 proteinov a down-
regulovanych 41 proteinov, pri benignom nadore prsnika 6 619 proteinov, z ktorych bolo
Statisticky signifikantne up alebo down regulovanych 45 proteinov, z toho up-regulovanych
10 proteinov a down-regulovanych 35 proteinov.

Proteomickou analyzou vzoriek krvi pacientok s karcinomom prsnika bolo identifikovanych v
CD8+ T lymfocytoch pri podtype karcindmu prsnika Luminal A 6 349 proteinov, z ktorych
bolo Statisticky signifikantne up alebo down regulovanych 90 proteinov, z toho up-
regulovanych 50 proteinov a down-regulovanych 40 proteinov, pri podtype karcindbmu
prsnika Luminal B bolo identifikovanych 7 415 proteinov, z ktorych bolo Statisticky
signifikantne up alebo down regulovanych 33 proteinov, z toho up-regulovanych 14
proteinov a down-regulovanych 19 proteinov, pri podtype karcindmu prsnika TNBC 5 375
proteinov, z ktorych bolo $tatisticky signifikantne up alebo down regulovanych 96 proteinov,
z toho up-regulovanych 47 proteinov a down-regulovanych 49 proteinov, pri podtype
karcindbmu prsnika HER2+ pozitivny 5 556 proteinov, z ktorych bolo Statisticky signifikantne
up alebo down regulovanych 88 proteinov, z toho up-regulovanych 20 proteinov a down-
regulovanych 68 proteinov, pri benignom nadore prsnika 6 204 proteinov, z ktorych bolo
Statisticky signifikantne up alebo down regulovanych 61 proteinov, z toho up-regulovanych
20 proteinov a down-regulovanych 41 proteinov. Za najdélezitejSi vysledok rieSeného
projektu povaZzujeme skutocnost, Ze na zaklade udajov, ktorymi disponujeme, mézeme
predpokladat, Ze po publikovani vSetkych nameranych vysledkov v ramcirieSenia projektu
analyza protedmu periférnych cirkulujucich leukocytov sa stane zakladnym nastrojom pre
vyvoj novych diagnostickych stratégii nielen v onkoldgii, ale aj v inych lekarskych odboroch.

Suhrn vysledkov rieSenia projektu a naplnenia cielov projektu v anglickom jazyku
(max. 20 riadkov)

Proteomic analysis of blood samples from patients with breast cancer identified 6,620
proteins in CD4+ T lymphocytes for the Luminal A subtype of breast cancer, of which 53
proteins were statistically significantly up- or down-regulated, with 19 proteins up-regulated
and 34 proteins down-regulated. For the Luminal B subtype of breast cancer, 7,299 proteins
were identified, of which 70 proteins were statistically significantly up- or down-regulated,
with 31 proteins up-regulated and 39 proteins down-regulated. For the TNBC subtype of
breast cancer, 5,722 proteins were identified, of which 122 proteins were statistically
significantly up- or down-regulated, with 81 proteins up-regulated and 41 proteins down-
regulated. For the HER2+ positive subtype of breast cancer, 5,678 proteins were identified,
of which 99 proteins were statistically significantly up- or down-regulated, with 25 proteins
up-regulated and 71 proteins down-regulated. For benign breast tumors, 6,462 proteins
were identified, of which 101 proteins were statistically significantly up- or down-regulated,
with 47 proteins up-regulated and 54 proteins down-regulated.

Proteomic analysis of blood samples from patients with breast cancer identified 6,620
proteins in CD19+ B lymphocytes for the Luminal A subtype of breast cancer, of which 119
proteins were statistically significantly up- or down-regulated, with 65 proteins up-regulated
and 54 proteins down-regulated. For the Luminal B subtype of breast cancer, 7,767 proteins
were identified, of which 63 proteins were statistically significantly up- or down-regulated,
with 40 proteins up-regulated and 23 proteins down-regulated. For the TNBC subtype of
breast cancer, 5,130 proteins were identified, of which 110 proteins were statistically
significantly up- or down-regulated, with 68 proteins up-regulated and 42 proteins down-
regulated. For the HER2+ positive subtype of breast cancer, 4,919 proteins were identified,
of which 93 proteins were statistically significantly up- or down-regulated, with 33 proteins
up-regulated and 60 proteins down-regulated. For benign breast tumors, 6,681 proteins
were identified, of which 91 proteins were statistically significantly up- or down-regulated,
with 45 proteins up-regulated and 46 proteins down-regulated.

Proteomic analysis of blood samples from patients with breast cancer identified 6,620
proteins in CD14+ monocytes for the Luminal A subtype of breast cancer, of which 65
proteins were statistically significantly up- or down-regulated, with 27 proteins up-regulated
and 38 proteins down-regulated. For the Luminal B subtype of breast cancer, 6,599 proteins
were identified, of which 27 proteins were statistically significantly up- or down-regulated,
with 14 proteins up-regulated and 13 proteins down-regulated. For the TNBC subtype of
breast cancer, 4,590 proteins were identified, of which 66 proteins were statistically
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significantly up- or down-regulated, with 48 proteins up-regulated and 18 proteins down-
regulated. For the HER2+ positive subtype of breast cancer, 4,891 proteins were identified,
of which 61 proteins were statistically significantly up- or down-regulated, with 20 proteins
up-regulated and 41 proteins down-regulated. For benign breast tumors, 6,619 proteins
were identified, of which 45 proteins were statistically significantly up- or down-regulated,
with 10 proteins up-regulated and 35 proteins down-regulated.

Proteomic analysis of blood samples from patients with breast cancer identified 6,620
proteins in CD8+ lymphocytes for the Luminal A subtype of breast cancer, of which 90
proteins were statistically significantly up- or down-regulated, with 50 proteins up-regulated
and 40 proteins down-regulated. For the Luminal B subtype of breast cancer, 7,415 proteins
were identified, of which 33 proteins were statistically significantly up- or down-regulated,
with 14 proteins up-regulated and 19 proteins down-regulated. For the TNBC subtype of
breast cancer, 5,375 proteins were identified, of which 96 proteins were statistically
significantly up- or down-regulated, with 47 proteins up-regulated and 49 proteins down-
regulated. For the HER2+ positive subtype of breast cancer, 5,556 proteins were identified,
of which 88 proteins were statistically significantly up- or down-regulated, with 20 proteins
up-regulated and 68 proteins down-regulated. For benign breast tumors, 6,204 proteins
were identified, of which 61 proteins were statistically significantly up- or down-regulated,
with 20 proteins up-regulated and 41 proteins down-regulated. The mostimportant outcome
of the project is the fact that based on the data available, we can assume that after
publishing all the measured results within the project, the analysis of the proteome of
peripheral circulating leukocytes will become a fundamental tool for the development of new
diagnostic strategies not only in oncology but also in other medical fields.

Formular ZK, strana 4/4



