. ve

Charakteristika predkladaného vystupu tvorivej ¢innosti /

Characteristics of the submitted research/ artistic/other output

Tlacivo VTC sluzi na predkladanie vystupov tvorivej ¢innosti podla metodiky hodnotenia tvorivych ¢innosti (¢ast V. Metodiky na vyhodnocovanie Standardov) / The
form is used to submit the research/artistic/other outputs according to the evaluation methodology of research/artistic/other activities (part V. The Methodology

for Standards Evaluation).

ID konania/ID of the procedure: !

K6d VTC/Code of the research/artistic/other output (RAOO):*

OCAS3. Tituly hodnotenej osoby / Degrees awarded to the assessed person 2

OCAL. Priezvisko hodnotenej osoby / Surname awarded to the assessed person |Glasa

2

OCA2. Meno hodnotenej osoby / Name awarded to the assessed person 2 Miroslav
Ing., DrSc.

OCA4. Hyperlink na zéznam osoby v Registri zamestnancov vysokych kol /
Hyperlink to the entry of the person in the Register of university staff 3

|https://www.portalvs.sk/regzam/detail /32350

OCAS5. Oblast posudzovania / Area of assessment *

Bioldgia/Biology

OCAG6. Kategdria vystupu tvorivej ¢innosti / Category of the research/
artistic/other output
Vyber zo 6 moznosti (pozri Vysvetlivky k polozke OCA6) / Choice from 6 options

vedecky vystup / scientific output

Registry of Publication Activity (CRPA) or the Central Registry of Artistic Activity
(CRAA) ®

OCA7. Rok vydania vystupu tvorivej ¢innosti / Year of publication of the 2017
research/artistic/other output
OCAS8. ID zaznamu v CREPC alebo CREUC (ak je) / ID of the record in the Central JID = 73451

OCA9. Hyperlink na zaznam v CREPC alebo CREUC / Hyperlink to the record in
CRPA or CRAA °

|https://app.crepc.sk/?fn=detailBiblioForm&sid=FFA049147519E6FCA530F4C7

OCA10. Hyperlink na zaznam v inom verejne pristupnom registri,
katalogu vystupov tvorivych €innosti / Hyperlink to the record in
another publicly accessible register, catalogue of research/

artistic/other outputs

OCA11. Charakteristika vystupu vo formate bibliografického zaznamu
CREPC alebo CREUC, ak vystup nie je vo verejne pristupnom registri
alebo katalogu vystupov / Characteristics of the output in the format
of the CRPA or the CRAA bibliographic record, if the output is not
available in a publicly accessible register or catalogue of outputs

Analysis of Grapevine rupestris stem pitting-associated virus in Slovakia Reveals
Differences in Intra-Host Population Diversity and Naturally Occurring
Recombination Events. Glasa, Miroslav, Predajia, Lukas, §o|tys, Katarina, Sihelska,
Nina, Nagyova, Alzbeta, Wetzler, Thierry, Sabanadzovic, Sead. The Plant Pathology
Journal, 2017, 33, 5, 508-513.

OCA12. Typ vystupu (ak nie je vystup registrovany v CREPC alebo
CREUC) / Type of the output (if the output is not registered in CRPA
or CRAA)

Vyber zo 67 mozZnosti (pozri Vysvetlivky k polozke OCA12) / Choice
[from 67 options (see Explanations for OCA12).

&ldnok/ article

OCA13. Hyperlink na stranku, na ktorej je vystup spristupneny (Uplny
text, ind dokumentacia a podobne) / Hyperlink to the webpage
where the output is available (full text, other documentation, etc.)

CRAA

|https://www.ppjonline.org/journal/view.php?id=10.5423/PPJ.0A.07.2016.0158

vany v CREPC alebo CREUC / Characteristics of the output that is not registered in CRPA or

OCA14. Charakteristika autorského vkladu / Characteristics of the
author's contribution

[25 %] KoreSpondujuci a prvy autor, autor konceptu experimentalnej casti a
metodoldgie, veduci prislusného vyskumného projektu/ [25 %] Corresponding and
the first author, author of the experimental concept and methodology, principal
investigatot of the respective scientific project
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GRSPaV je celosvetovo rozsireny patogén vinica s vysokou genetickou variabilitou.
Nasa Studia odhalila rozdiely v komplexnosti populacie GRSPaV v jednom
hostitelovi. Z rastliny vini¢a SK30 bola zistend infekcia GRSPaV s jednou variantou.
Naopak, vini¢ SK704 bol infikovany tromi réznymi variantmi GRSPaV. V tejto praci
boli vypracované protokoly detekcie RT-PCR Specifické pre jednotlivé varianty s
cielom Studovat distribdciu troch réznych variantov v tej istej rastline pocas
sezény. Tato Studia ukdazala ich ndhodnu distribdciu v infikovanej rastline vinica
SK704. Porovnavacia analyza sekvencii genému v plnej dizke $tyroch slovenskych
izolatov GRSPaV urcenych v tejto praci a 14 databazovych sekvencii ukazala, Ze
populdcie virusu sa zoskupuju do Styroch hlavnych fylogenetickych linii. Okrem
toho nase analyzy naznacuju, Ze geneticka rekombinacia spolu s bodovymi
mutaciami by mohli zohravat vyznamnu ulohu pri formovani evoluénej histérie
GRSPaV a prispiet k jeho stéasnej genetickej diverzifikacii.

OCA15. Anotacia vystupu s kontextovymi informdciami tykajucimi sa
opisu tvorivého procesu a obsahu tvorivej ¢innosti a pod. /
Annotation of the output with contextual information concerning the
description of creative process and the content of the
Jresearch/artistic/other activity, etc. 8

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in
Slovak I
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in
English

Charakteristika vystupu, ktory nie je registro

Grapevine rupestris stem pitting-associated virus (GRSPaV) is a worldwide-
distributed pathogen in grapevines with a high genetic variability. Our study
revealed differences in the complexity of GRSPaV population in a single host. A
single-variant GRSPaV infection was detected from the SK30 grapevine plant. On
the contrary, SK704 grapevine was infected by three different GRSPaV variants.
Variant-specific RT-PCR detection protocols have been developed in this work to
OCA16. Anotdcia vystupu v anglickom jazyku / Annotation of the output in study distribution of the three different variants in the same plant during the
English ° season. This study showed their randomized distribution in the infected SK704
Rozsah do 200 slov / Range up to 200 words Jgrapevine plant. Comparative analysis of fulllength genome sequences of four
Slovak GRSPaV isolates determined in this work and 14 database sequences
showed that population of the virus cluster into four major phylogenetic lineages.
Moreover, our analyses suggest that genetic recombination along with point
mutations could play a significant role in shaping evolutionary history of GRSPaV
and contributed to its extant genetic diversification.

Navrotskaya, E; Porotikova, E; Yurchenko, E; Galbacs, ZN; Varallyay, E;
Vinogradova, S. High-Throughput Sequencing of Small RNAs for Diagnostics of
Grapevine Viruses and Viroids in Russia. VIRUSES-BASEL, 2021, 13, 12, 2432.
10.3390/v13122432

Demian, E; Holczbauer, A; Galbacs, ZN; Jaksa-Czotter, N; Turcsan, M; Olah, R;
Varallyay, E. Variable Populations of Grapevine Virus T Are Present in Vineyards of
HungaryVIRUSES BASEL, 2021, 13, 6, 1119, 10.3390/v13061119.

Ilbagi, H; Panailidou, P; Lotos, L; Sassalou, CL; Maliogka, V; Katis, N; Citir, AFirst
- e e ) report of grapevine virus T in grapevine in TurkeyJOURNAL OF PLANT
maximum 5 most significant citations corresponding to the output PATHOLOGY, 2021, 103, 3, 1033, 1034, 10.1007/542161-021-00845-x.

Rozsah do 200 slov / Range up to 200 words Reynard, JS; Brodard, J; Remoliff, E; Lefebvre, M; Schumpp, O; Candresse, TA
novel foveavirus identified in wild grapevine (Vitis

viniferasubsp.sylvestris) ARCHIVES OF VIROLOGY, 2020, 165, 12, 2999-3002,
10.1007/s00705-020-04817-x

Diaz-Lara, A; Golino, D; Preece, JE; Al Rwahnih, MDevelopment of RT-PCR
degenerate primers to overcome the high genetic diversity of grapevine virus
TJOURNAL OF VIROLOGICAL METHODS, 2020, 282, 113883,
10.1016/j.jviromet.2020.113883.

0OCA17. Zoznam najviac 5 najvyznamnejsich ohlasov na vystup / List of

Virusové ochorenia spdsobuji na vini¢i hroznorodom vyrazné straty na Grode a
znizuju kvalitu produkcie. V tejto praci sme priniesli origindlne poznatky o
genetickej diverzite virusu asociovaného so Zliabkovistostou kmeria vinic¢a rupestris
(grapevine rupestris stem pitting associated virus, GRSPaV), ulohe RNA
rekombindcie v jeho evoluc¢nej historii a potvrdili sme komplexnu Struktdru
virusovej populdcie pritomnej v rastline vinica. Poznatky o molekularnej variabilite
virusov st nevyhnutné pri optimalizacii efektivnych kontrolnych opatreni a pri
vyvoji citlivych a presnych molekularnych diagnostickych nastrojov. / Viral diseases
cause significant crop losses in grapes and reduce the quality of production. In this
work, we provided original insights into the genetic diversity of the grapevine
rupestris strain (GRSPaV), the role of RNA recombination in its evolutionary
history, and confirmed the complex structure of the viral population present in the
plant. Knowledge of the molecular variability of viruses is essential in optimizing
effective control measures and in developing sensitive and accurate molecular
diagnostic tools.

OCA18. Charakteristika dopadu vystupu na spolo¢ensko-hospodarsku prax /
Characteristics of the output's impact on socio-economic practice

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English
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Vystup je orientovany na oblast molekularnej ekoldgie rastlinnych virusov,
genomiky a molekularnej biolégie a je viazany na vyucbu predmetov v ramci
Studijného programu Molekuldrna biolégia. Do vzdelavacieho procesu budu z
tohto vystupu implementované poufZité laboratérne postupy a poznatky (masivne
paralelné sekvenovanie, RT-PCR) a bioinformatické analyzy genomickych dat.

_ , L. » ., Dopady sa prejavia vo vyucbe predmetov s molekularno-biologickym
OCA19. Charakteristika dopadu vystupu a suvisiacich aktivit na vzdeldvaci

proces / Characteristics of the output and related activities' impact on the
educational process

obsahom./The output is focused on the field of molecular ecology of plant viruses,

genomics and molecular biology and is linked to the teaching of subjects within

. . the study program Molecular Biology. From this output, the used laboratory

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak . i
) . ) . procedures and knowledge (massive parallel sequencing, RT-PCR) and

Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English . i i . ) . i .

bioinformatics analysis of genomic data will be implemented into the educational
process. The effects will be reflected in the teaching of subjects with molecular-

biological content.
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Charakteristika predkladaného vystupu tvorivej ¢innosti /

Characteristics of the submitted research/ artistic/other output

Tlacivo VTC sluzi na predkladanie vystupov tvorivej ¢innosti podla metodiky hodnotenia tvorivych ¢innosti (¢ast V. Metodiky na vyhodnocovanie Standardov) / The
form is used to submit the research/artistic/other outputs according to the evaluation methodology of research/artistic/other activities (part V. The Methodology

for Standards Evaluation).

ID konania/ID of the procedure: !

K6d VTC/Code of the research/artistic/other output (RAOO):*

OCAS3. Tituly hodnotenej osoby / Degrees awarded to the assessed person 2

OCAL. Priezvisko hodnotenej osoby / Surname awarded to the assessed person |Glasa

2

OCA2. Meno hodnotenej osoby / Name awarded to the assessed person 2 Miroslav
Ing., DrSc.

OCA4. Hyperlink na zéznam osoby v Registri zamestnancov vysokych kol /
Hyperlink to the entry of the person in the Register of university staff 3

|https://www.portalvs.sk/regzam/detail /32350

OCAS5. Oblast posudzovania / Area of assessment *

Bioldgia/Biology

OCAG6. Kategdria vystupu tvorivej ¢innosti / Category of the research/
artistic/other output
Vyber zo 6 moznosti (pozri Vysvetlivky k polozke OCA6) / Choice from 6 options

vedecky vystup / scientific output

Registry of Publication Activity (CRPA) or the Central Registry of Artistic Activity
(CRAA) ®

OCA7. Rok vydania vystupu tvorivej &innosti / Year of publication of the 2018
research/artistic/other output
OCAS8. ID zaznamu v CREPC alebo CREUC (ak je) / ID of the record in the Central iD = 70055

OCA9. Hyperlink na zaznam v CREPC alebo CREUC / Hyperlink to the record in
CRPA or CRAA °

https://app.crepc.sk/?fn=detailBiblioForm&sid=3ACD10FFC6BBB721A0B31A95

OCA10. Hyperlink na zaznam v inom verejne pristupnom registri,
katalogu vystupov tvorivych €innosti / Hyperlink to the record in
another publicly accessible register, catalogue of research/

artistic/other outputs

OCA11. Charakteristika vystupu vo formate bibliografického zaznamu
CREPC alebo CREUC, ak vystup nie je vo verejne pristupnom registri
alebo katalogu vystupov / Characteristics of the output in the format
of the CRPA or the CRAA bibliographic record, if the output is not
available in a publicly accessible register or catalogue of outputs

Molecular and biological characterisation of turnip mosaic virus isolates infecting
Ipoppy (Papaver somniferum and P. rhoeas) in Slovakia. Glasa, Miroslav, Soltys,
Katarina, Predajfia, Lukas, Sihelskd, Nina, Novakova, Slavomira, Subr, Zdeno, Kraic,
Jan, Mihalik, Daniel. Viruses, 2018, 10, 8, 1-11.

OCA12. Typ vystupu (ak nie je vystup registrovany v CREPC alebo
CREUC) / Type of the output (if the output is not registered in CRPA
or CRAA)

Vyber zo 67 mozZnosti (pozri Vysvetlivky k polozke OCA12) / Choice
[from 67 options (see Explanations for OCA12).

&ldnok/ article

OCA13. Hyperlink na stranku, na ktorej je vystup spristupneny (Uplny
text, ind dokumentacia a podobne) / Hyperlink to the webpage
where the output is available (full text, other documentation, etc.)

CRPA or CRAA

|https://www.mdpi.com/1999-4915/10/8/430

OCA14. Charakteristika autorského vkladu / Characteristics of the
author's contribution

registrovany v CREPC alebo CREUC / Characteristics of the output that is not registered in

[12.5 %] KoreSpondujuci a prvy autor, autor konceptu experimentélnej casti a
Imetodoldgie, veduci prislusného vyskumného projektu/ [12.5 %] Corresponding
and the first author, author of the experimental concept and methodology,
Iprincipal investigator of the respective scientific project
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V poslednych rokoch nahromadené molekularne Gdaje o izolatoch virusu mozaiky
(TuMV) z r6znych hostitelov pochadzajlicich z réznych Casti sveta vyznamne
pomohli pochopit geneticku zloZitost a evoluénu histdriu virusu. V tejto praci boli
charakterizované styri kompletné gendmy TuMV (HC9, PK1, MS04, MS15) z
prirodzene infikovanych pestovanych a volne rasttcich hostitelov Papaver spp.

OCA15. Anotacia vystupu s kontextovymi informdciami tykajucimi sa
opisu tvorivého procesu a obsahu tvorivej ¢innosti a pod. /
Annotation of the output with contextual information concerning the

description of creative process and the content of the

 eseerd e Bl ey Ber Ty, G 8 Fylogenetické analyzy ukazali prislu$nost slovenskych izolatov Papaver k svetovej

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in skupine B a zakladnej skupine B. Izolat PK1 vykazoval novy vnutroliniovy

rekombinaény vzor, ¢o dalej potvrdzuje délezitu tlohu rekombinacie pri formovani
genetickej diverzity TuMV. Biologické testy ukazali, Ze intenzita symptomov v
experimentalne inokulovanom maku siatom suvisi s Grovriou akumulacie TUMV v
listoch. Ide o prvu spravu o vyskyte TUMV v rastlinach maku na Slovensku.

Slovak
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in
English

Charakteristika vystupu, ktory nie je

In recent years, the accumulated molecular data of Turnip mosaic virus (TuMV)
isolates from various hosts originating from different parts of the world
considerably helped to understand the genetic complexity and evolutionary
history of the virus. In this work, four complete TuMV genomes (HC9, PK1, MS04,
MS15) were characterised from naturally infected cultivated and wild-growing
OCA16. Anotécia vystupu v anglickom jazyku / Annotation of the output in Papaver spp., hosts from which only very scarce data were available previously.
English 9 Phylogenetic analyses showed the affiliation of Slovak Papaver isolates to the
world-B and basal-B groups. The PK1 isolate showed a novel intra-lineage
recombination pattern, further confirming the important role of recombination in
the shaping of TuUMV genetic diversity. Biological assays indicated that the
intensity of symptoms in experimentally inoculated oilseed poppy are correlated
to TuUMV accumulation level in leaves. This is the first report of TUMV in poppy
Jplants in Slovakia.

Rozsah do 200 slov / Range up to 200 words

Laines-Hidalgo, J.I.; Mufioz-Sénchez, J.A.; Loza-Miller, L.; Vazquez-Flota, F. An
Update of the Sanguinarine and Benzophenanthridine Alkaloids’ Biosynthesis and
Their Applications. Molecules 2022, 27, 1378.

Subr, Z.; Predajiia, L.; Soltys, K.; Bokor, B.; Budis, J.; Glasa, M. Comparative
Transcriptome Analysis of Two Cucumber Cultivars with Different Sensitivity to
Cucumber Mosaic Virus Infection. Pathogens 2020, 9, 145.

OCA17. Zoznam najviac 5 najvyznamnejsich ohlasov na vystup / List of
maximum 5 most significant citations corresponding to the output
Rozsah do 200 slov / Range up to 200 words

Korkmaz, S.; Cevik, B.; Karanfil, A.; Onder, S.; Ohshima, K. Phylogenetic
Jrelationships and genetic structure of populations of turnip mosaic virus in Turkey.
European Journal of Plant Pathology 2020, 156, 559.

Virusové ochorenia na maku boli doteraz skimané len okrajovo a poznatky o
virusovych patogénoch infikujucich celad Papaveraceae su len sporadické. V tejto
praci sme na maku siatom a vicom identifikovali a charakterizovali virus mozaiky
kvaky (TuMV) a priniesli sme originalne poznatky o genetickej diverzite virusu.
Takisto sme zistili, Ze intenzita priznakov koreSpondovala s akumuldciou obalového

OCA18. Charakteristika dopadu vystupu na spologensko-hospodarsku prax / optimalizacii efektivnych kontrolnych opatreni a pri vyvoiji citlivych a presnych

Characteristics of the output's impact on socio-economic practice
Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak studied only marginally and knowledge about viral pathogens infecting the
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English Papaveraceae family is only sporadic. In this work, we identified and characterized
the turnip mosaic virus (TuMV) on oilseed and common poppies and brought
original knowledge about the genetic diversity of the virus. We also found that the
Jintensity of the symptoms corresponded to the accumulation of capsid protein in

|prote|’nu v listoch. Poznatky o molekularnej variabilite virusov st nevyhnutné pri

molekuldrnych diagnostickych nastrojov. / Poppy viral diseases have so far been

the leaves. Knowledge of the molecular variability of viruses is essential in
optimizing effective control measures and in developing sensitive and accurate
Imolecular diagnostic tools.
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Vystup je orientovany na oblast molekularnej ekoldgie rastlinnych virusov,
genomiky a molekularnej biolégie a je viazany na vyucbu predmetov v ramci
Studijného programu Molekuldrna biolégia. Do vzdelavacieho procesu budu z
tohto vystupu implementované poufZité laboratérne postupy a poznatky (masivne

lelné sek ie, RT-PCR) a bioinfi tické ly ickych dat.
OCA19. Charakteristika dopadu vystupu a suvisiacich aktivit na vzdelavaci paralein€ sekvenovanie, ) a bioinformatické analyzy genomickych da

proces / Characteristics of the output and related activities' impact on the
educational process

Dopady sa prejavia vo vyucbe predmetov s molekularno-biologickym
obsahom./The output is focused on the field of molecular ecology of plant viruses,
genomics and molecular biology and is linked to the teaching of subjects within
the study program Molecular Biology. From this output, the used laboratory
procedures and knowledge (massive parallel sequencing, RT-PCR) and

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English

bioinformatics analysis of genomic data will be implemented into the educational
process. The effects will be reflected in the teaching of subjects with molecular-
biological content.
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Charakteristika predkladaného vystupu tvorivej ¢innosti /

Characteristics of the submitted research/ artistic/other output

Tlacivo VTC sluzi na predkladanie vystupov tvorivej ¢innosti podla metodiky hodnotenia tvorivych ¢innosti (¢ast V. Metodiky na vyhodnocovanie Standardov) / The
form is used to submit the research/artistic/other outputs according to the evaluation methodology of research/artistic/other activities (part V. The Methodology

for Standards Evaluation).

ID konania/ID of the procedure: !

K6d VTC/Code of the research/artistic/other output (RAOO):*

OCAL1. Priezvisko hodnotenej osoby / Surname awarded to the assessed person
2

Glasa

OCA2. Meno hodnotenej osoby / Name awarded to the assessed person 2

Miroslav

OCAS3. Tituly hodnotenej osoby / Degrees awarded to the assessed person 2

Ing., DrSc.

OCA4. Hyperlink na zéznam osoby v Registri zamestnancov vysokych kol /
Hyperlink to the entry of the person in the Register of university staff 3

|https://www.portalvs.sk/regzam/detail /32350

OCAS5. Oblast posudzovania / Area of assessment *

Bioldgia/Biology

OCA®6. Kategoria vystupu tvorivej ¢innosti / Category of the research/
artistic/other output

Vyber zo 6 moZnosti (pozri Vysvetlivky k polozke OCA6) / Choice from 6 options
(see Explanations for OCAG6).

vedecky vystup / scientific output

OCA7. Rok vydania vystupu tvorivej ¢innosti / Year of publication of the 2018
research/artistic/other output
OCAS8. ID zaznamu v CREPC alebo CREUC (ak je) / ID of the record in the Central D = 76184

Registry of Publication Activity (CRPA) or the Central Registry of Artistic Activity
(CRAA) ®

OCA9. Hyperlink na zaznam v CREPC alebo CREUC / Hyperlink to the record in
CRPA or CRAA °

|https://app.crepc.sk/?fn=detailBiblioForm&sid=73278310333F3693475B1E3B

OCA10. Hyperlink na zéznam v inom verejne pristupnom registri,
kataldgu vystupov tvorivych ¢innosti / Hyperlink to the record in
another publicly accessible register, catalogue of research/
artistic/other outputs 7

OCAL11. Charakteristika vystupu vo formate bibliografického zaznamu
CREPC alebo CREUC, ak vystup nie je vo verejne pristupnom registri
alebo kataldgu vystupov / Characteristics of the output in the format
of the CRPA or the CRAA bibliographic record, if the output is not
available in a publicly accessible register or catalogue of outputs

Grapevine virus T is relatively widespread in Slovakia and Czech Republic and
lgenetically diverse. Glasa, Miroslav, Predajria, Lukds, Sihelska, Nina, Soltys,
Katarina, Belen Ruiz-Garcia, Ana, Olmos, Antonio, Wetzel, Thierry, Sabanadzovic,
Sead. Virus genes, 2018, 54, 5, 737-741.

OCA12. Typ vystupu (ak nie je vystup registrovany v CREPC alebo
CREUC) / Type of the output (if the output is not registered in CRPA
or CRAA)

Vyber zo 67 moznosti (pozri Vysvetlivky k polozke OCA12) / Choice
ifrom 67 options (see Explanations for OCA12).

&ldnok/ article

OCA13. Hyperlink na stranku, na ktorej je vystup spristupneny (uplny
text, ina dokumentacia a podobne) / Hyperlink to the webpage
where the output is available (full text, other documentation, etc.)

or CRAA

|https://link.springer.com/article/10.1007/s11262-018-1587-7

OCA14. Charakteristika autorského vkladu / Characteristics of the
author's contribution

istrovany v CREPC alebo CREUC / Characteristics of the output that is not registered in CRPA

[12.5 %] KoreSpondujuci a prvy autor, autor konceptu experimentalnej ¢asti a
Imetodoldgie, veduci prislusného vyskumného projektu/ [12.5 %] Corresponding
and the first author, author of the experimental concept and methodology,
Iprincipal investigator of the respective scientific project
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Nedavno popisany predpokladany virus vini¢a T (GVT), bol zisteny v slovenskom
vinici (SK704) pomocou vysoko vykonného sekvenovania, ¢o podnietilo dalsie
studie. Bola stanovena sekvencia genému izolatu GVT-5K704 v plnej dizke. Analyzy
odhalili 86,1 % identitu nukleotidov s talianskym izoldatom GVT, ktory je v
stcasnosti jedinou dostupnou takmer Gplnou sekvenciou GVT v GenBank. Bol
vyvinuty test RT-PCR Specificky pre virus, ktory umoznil prieskum vyskytu GVT vo
vzorkach vinica zo Slovenska a Ceskej republiky. Neogakavane sa GVT vyskytol v ~
30 % testovanych vzoriek. Analyza kompletnych sekvencii génu CP 20 slovenskych
a Ceskych izolatov GVT zistenych v rdmci prieskumu odhalila pomerne vysoku
vnutrodruhovu variabilitu (az 11,2 % nukleotidovd divergencia), ¢o naznacuje
viacndsobné zavlecenie z réznych zdrojov, pravdepodobne v dlh§om ¢asovom
obdobi.

A recently described putative foveavirus, grapevine virus T (GVT), was detected in
a Slovak grapevine accession (SK704) using high-throughput sequencing,
prompting further studies. Full-length genome sequence of isolate GVT-SK704 was
determined. Analyses revealed 86.1% nucleotide identity with the Italian GVT
isolate, currently the only available nearly complete sequence of GVT in GenBank.
A virus-specific RT-PCR assay was developed, which enabled a survey of GVT
OCA16. Anotécia vystupu v anglickom jazyku / Annotation of the output in incidence in grapevine samples from Slovakia and Czech Republic. Unexpectedly,
English ° GVT was present in ~ 30% of tested samples. Analysis of complete CP gene
Rozsah do 200 slov / Range up to 200 words sequences of 20 Slovak and Czech GVT isolates detected in the survey revealed
relatively high intra-species variability (up to 11.2% nucleotide divergence),
suggesting multiple introductions from different sources, possibly over an
extended period of time.

OCA15. Anotacia vystupu s kontextovymi informdciami tykajucimi sa
opisu tvorivého procesu a obsahu tvorivej ¢innosti a pod. /
Annotation of the output with contextual information concerning the
description of creative process and the content of the
Jresearch/artistic/other activity, etc. 8

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in
Slovak

Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in
English

Charakteristika vystupu, ktory nie je reg

Navrotskaya, E; Porotikova, E; Yurchenko, E; Galbacs, ZN; Varallyay, E;
Vinogradova, S. High-Throughput Sequencing of Small RNAs for Diagnostics of
Grapevine Viruses and Viroids in Russia. VIRUSES-BASEL, 2021, 13, 12, 2432.
10.3390/v13122432

Demian, E; Holczbauer, A; Galbacs, ZN; Jaksa-Czotter, N; Turcsan, M; Olah, R;
Varallyay, E. Variable Populations of Grapevine Virus T Are Present in Vineyards of
HungaryVIRUSES BASEL, 2021, 13, 6, 1119, 10.3390/v13061119.

IIbagi, H; Panailidou, P; Lotos, L; Sassalou, CL; Maliogka, V; Katis, N; Citir, AFirst
OCA17. Zoznam najviac 5 najvyznamnejsich ohlasov na vystup / List of Jreport of grapevine virus T in grapevine in TurkeyJOURNAL OF PLANT

maximum 5 most significant citations corresponding to the output PATHOLOGY, 2021, 103, 3, 1033, 1034, 10.1007/s42161-021-00845-x.

Rozsah do 200 slov / Range up to 200 words Reynard, JS; Brodard, J; Remoliff, E; Lefebvre, M; Schumpp, O; Candresse, TA
Inovel foveavirus identified in wild grapevine (Vitis viniferasubsp.sylvestris,
ARCHIVES OF VIROLOGY, 2020, 165, 12, 2999-3002, 10.1007/s00705-020-04817-x
Diaz-Lara, A; Golino, D; Preece, JE; Al Rwahnih, MDevelopment of RT-PCR
degenerate primers to overcome the high genetic diversity of grapevine virus T,
JOURNAL OF VIROLOGICAL METHODS, 2020, 282, 113883,
10.1016/j.jviromet.2020.113883.

Doteraz bolo na vinici identifikovanych viac ako 80 virusovych patogénov, z ktorych
mnohé su vysoko patogénne. V tejto praci sme ziskali viacero origindlnych
vysledkov - identifikdcia nového virusu vinic¢a (grapevine virus T) po prvykrat v
Eurdpe, urcenie Uplnej sekvencie virusového gendmu, stanovenie jeho
molekuldrnej variability, vyvoj RT-PCR techniky na detekciu virusu, ziskanie
epidemiologicky relevantnych udajov vyuZitelnych pri zavadzani fytosanitarnych
opatreni / To date, more than 80 viral pathogens have been identified in the
vineyard, many of which are highly pathogenic. In this work we have obtained
several original results - identification of a new grapevine virus (grapevine virus T)
for the first time in Europe, determination of the complete sequence of the viral
genome, determination of its molecular variability, development of RT-PCR
techniques for virus detection, acquisition of epidemiologically relevant data
useful in phytosanitary measures.

OCA18. Charakteristika dopadu vystupu na spolo¢ensko-hospodarsku prax /
Characteristics of the output's impact on socio-economic practice

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English
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Vystup je orientovany na oblast molekularnej ekoldgie rastlinnych virusov,
genomiky a molekularnej biolégie a je viazany na vyucbu predmetov v ramci
Studijného programu Molekuldrna biolégia. Do vzdelavacieho procesu budu z
tohto vystupu implementované poufZité laboratérne postupy a poznatky (masivne

OCA19. Charakteristika dopadu vystupu a suvisiacich aktivit na vzdeldvaci paralelné sekvenovanie, RT-PCR, analyza genomu) a bioinformatické analyzy

proces / Characteristics of the output and related activities' impact on the genomickych dat. Dopady sa prejavia vo vyucbe predmetov s molekularno-
educational process biologickym obsahom./The output is focused on the field of molecular ecology of
Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak plant viruses, genomics and molecular biology and is linked to the teaching of
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English subjects within the study program Molecular Biology. From this output, the used

laboratory procedures and knowledge (massive parallel sequencing, RT-PCR,
genome analysis) and bioinformatics analysis of genomic data will be implemented
into the educational process. The effects will be reflected in the teaching of
subjects with molecular-biological content.
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. ve

Charakteristika predkladaného vystupu tvorivej ¢innosti /

Characteristics of the submitted research/ artistic/other output

Tlacivo VTC sluzi na predkladanie vystupov tvorivej ¢innosti podla metodiky hodnotenia tvorivych ¢innosti (¢ast V. Metodiky na vyhodnocovanie Standardov) / The
form is used to submit the research/artistic/other outputs according to the evaluation methodology of research/artistic/other activities (part V. The Methodology

for Standards Evaluation).

ID konania/ID of the procedure: !

K6d VTC/Code of the research/artistic/other output (RAOO):*

OCAS3. Tituly hodnotenej osoby / Degrees awarded to the assessed person 2

OCAL. Priezvisko hodnotenej osoby / Surname awarded to the assessed person |Glasa

2

OCA2. Meno hodnotenej osoby / Name awarded to the assessed person 2 Miroslav
Ing., DrSc.

OCA4. Hyperlink na zéznam osoby v Registri zamestnancov vysokych kol /
Hyperlink to the entry of the person in the Register of university staff 3

|https://www.portalvs.sk/regzam/detail /32350

OCAS5. Oblast posudzovania / Area of assessment *

Bioldgia/Biology

OCA®6. Kategoria vystupu tvorivej ¢innosti / Category of the research/
artistic/other output

Vyber zo 6 moZnosti (pozri Vysvetlivky k polozke OCA6) / Choice from 6 options
(see Explanations for OCAG6).

vedecky vystup / scientific output

Registry of Publication Activity (CRPA) or the Central Registry of Artistic Activity
(CRAA) ®

OCA7. Rok vydania vystupu tvorivej ¢innosti / Year of publication of the 2020
research/artistic/other output
OCAS8. ID zaznamu v CREPC alebo CREUC (ak je) / ID of the record in the Central [iD = 180744

OCA9. Hyperlink na zaznam v CREPC alebo CREUC / Hyperlink to the record in
CRPA or CRAA °

|https://app.crepc.sk/?fn=detailBiblioForm&sid=46F337D26E70386BCA310607C3

OCA10. Hyperlink na zaznam v inom verejne pristupnom registri,
katalogu vystupov tvorivych €innosti / Hyperlink to the record in
another publicly accessible register, catalogue of research/

artistic/other outputs

OCA11. Charakteristika vystupu vo formate bibliografického zaznamu
CREPC alebo CREUC, ak vystup nie je vo verejne pristupnom registri
alebo katalogu vystupov / Characteristics of the output in the format
of the CRPA or the CRAA bibliographic record, if the output is not
available in a publicly accessible register or catalogue of outputs

Comparative Transcriptome Analysis of Two Cucumber Cultivars with Different
Sensitivity to Cucumber Mosaic Virus Infection. Subr, Zdeno, Predajna, Lukas,
§o|tys, Katarina, Bokor, Boris, Budis, Jaroslav, Glasa, Miroslav. Pathogens 2020, 9,
2,1-18.

OCA12. Typ vystupu (ak nie je vystup registrovany v CREPC alebo
CREUC) / Type of the output (if the output is not registered in CRPA
or CRAA)

Vyber zo 67 mozZnosti (pozri Vysvetlivky k polozke OCA12) / Choice
[from 67 options (see Explanations for OCA12).

&ldnok/ article

OCA13. Hyperlink na stranku, na ktorej je vystup spristupneny (Uplny
text, ind dokumentacia a podobne) / Hyperlink to the webpage
where the output is available (full text, other documentation, etc.)

Ihttps://www.mdpi.com/2076-0817/9/2/145

OCA14. Charakteristika autorského vkladu / Characteristics of the
author's contribution

'REUC / Characteristics of the output that is not registered in CRPA or CRAA

[16.6 %] senior autor, spoluautor konceptu experimentalnej ¢asti a metodoldgie,
veduci prislusného vyskumného projektu/ [16.6 %] senior author, coauthor of the
experimental concept and methodology, principal investigator of the respective
scientific project
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Virus mozaiky uhoriek (CMV) s mimoriadne Sirokym spektrom hostitelov, ktory
zahinia jednokli¢nolistové aj dvojkli¢nolistové rastliny na celom svete, patri k
najvyznamnejsim virusovym hrozbam pre plodiny. Intenzivne sa skimaju bud’
prirodzené, alebo geneticky vytvorené zdroje rezistencie; na tento tcel su
potrebné poznatky o molekularnej interakcii virusu a hostitela pocas kompatibilnej
a nekompatibilnej infekcie. K tejto téme vyrazne prispievaju nové technoldgie a
pocitacova "omika" na réznych Urovniach. V tejto praci boli testované dve odrody
uhoriek s rozdielnou reakciou na vyzvu CMV, t. j. citliva cv. Vanda a rezistentny cv.
OCA15. Anotacia vystupu s kontextovymi informaciami tykajdcimi sa [Heliana. Z oboch odréd boli pripravené transkriptémy 18 dni po inokulacii CMV

Charakteristika vystupu, ktory nie je registrovany v CREPC alebo C

opisu tvorivého procesu a obsahu tvorivej ¢innosti a pod. / alebo inokulécii mockom. Nasledne boli vykonané Styri nezdvislé porovnavacie
Annotation of the output with contextual information concerning the Janalyzy ziskanych tdajov. Ziskal sa podrobny obraz o génoch ovplyvnenych CMV,
description of creative process and the content of the ako aj o konstitutivnych rozdieloch v expresii génov Specifickych pre jednotlivé
[research/artistic/other activity, etc. & Jkultivary. Kompatibilnd CMV infekcia cv. Vanda spdsobila downregulaciu génov
Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in  |zapojenych do fotosyntézy a indukciu génov spojenych s produkciou a
Slovak modifikdciou proteinov, ako aj zloZiek signalnych drah. Vyzva CMV nespdsobila
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in prakticky Ziadne zmeny v transkripénom profile cv. Heliana. Hlavné rozdiely medzi
English konstitutivnou transkrip¢nou aktivitou oboch odrdd spocivali v expresii génov

zodpovednych za metyldciu, fosforyldciu, organizaciu bunkovej steny a
metabolizmus sacharidov (prevladali v cv. Heliana) alebo kondenzéciu
chromozdmov a biosyntézu glukanov (prevladali v cv. Vanda). Predpokladala sa
ucast viacerych génov na rezistentnom fenotype uhorky; to sa moze po
biologickom potvrdeni potencidlne uplatnit v $lachtitel'skych programoch pre
Iplodiny odolné voci virusom.

Cucumber mosaic virus (CMV), with extremely broad host range including both
monocots and dicots around the world, belongs to most important viral crop
threats. Either natural or genetically constructed sources of resistance are being
intensively investigated; for this purpose, exhaustive knowledge of molecular virus
host interaction during compatible and incompatible infection is required. New
technologies and computer-based “omics” on various levels contribute markedly
to this topic. In this work, two cucumber cultivars with different response to CMV
challenge were tested, i.e., sensitive cv. Vanda and resistant cv. Heliana. The
transcriptomes were prepared from both cultivars at 18 days after CMV or mock
Jinoculation. Subsequently, four independent comparative analyses of obtained
data were performed, viz. mock- and CMV-inoculated samples within each
cultivar, samples from mock-inoculated cultivars to each other and samples from
virus-inoculated cultivars to each other. A detailed picture of CMV-influenced
genes, as well as constitutive differences in cultivar-specific gene expression was
English ° obtained. The compatible CMV infection of cv. Vanda caused downregulation of
Rozsah do 200 slov / Range up to 200 words genes involved in photosynthesis, and induction of genes connected with protein
production and modification, as well as components of signaling pathways. CMV
challenge caused practically no change in the transcription profile of the cv.
Heliana. The main differences between constitutive transcription activity of the
two cultivars relied in the expression of genes responsible for methylation,
Jphosphorylation, cell wall organization and carbohydrate metabolism (prevailing in
cv. Heliana), or chromosome condensation and glucan biosynthesis (prevailing in
cv. Vanda). Involvement of several genes in the resistant cucumber phenotype was|
predicted; this can be after biological confirmation potentially applied in breeding
programs for virus-resistant crops.

OCA16. Anotdcia vystupu v anglickom jazyku / Annotation of the output in
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Dai, Z.; Dong, S.; Miao, H.; Liu, X.; Han, J.; Li, C.; Gu, X.; Zhang, S. Genome-Wide
Identification of TIFY Genes and Their Response to Various Pathogen Infections in
Cucumber (Cucumis sativus L.). Scientia Horticulturae 2022, 295, 110814.

Kiraly, L.; Albert, R.; Zsemberi, O.; Schwarczinger, |.; Hafez, Y.M.; Kunstler, A.
Reactive Oxygen Species Contribute to Symptomless, Extreme Resistance to
Potato virus X in Tobacco. Phytopathology® 2021, 111, 1870.

Costa, J.H.; Mohanapriya, G.; Bharadwaj, R.; Noceda, C.; Thiers, K.L.L.; Aziz, S.;
Srivastava, S.; Oliveira, M.; Gupta, K.J.; Kumari, A.; Sircar, D.; Kumar, S.R.; Achra,
A.; Sathishkumar, R.; Adholeya, A.; Arnholdt-Schmitt, B. ROS/RNS Balancing,
Aerobic Fermentation Regulation and Cell Cycle Control —a Complex Early Trait
(‘CoV-MAC-TED’) for Combating SARS-CoV-2-Induced Cell Reprogramming.

0OCA17. Zoznam najviac 5 najvyznamnejsich ohlasov na vystup / List of Frontiers in Immunology 2021, 12, 673692

maximum 5 most significant citations corresponding to the output

Rozsah do 200 slov / Range up to 200 words Arnholdt-Schmitt, B.; Mohanapriya, G.; Bharadwaj, R.; Noceda, C.; Macedo, E.S.;

Sathishkumar, R.; Gupta, K.J.; Sircar, D.; Kumar, S.R.; Srivastava, S.; Adholeya, A.;
Thiers, K.L.; Aziz, S.; Velada, I.; Oliveira, M.; Quaresma, P.; Achra, A.; Gupta, N.;
Kumar, A.; Costa, J.H. From Plant Survival Under Severe Stress to Anti-Viral Human
Defense — A Perspective That Calls for Common Efforts. Frontiers in Immunology
2021, 12, 673723.

Stomnicka, R.; Olczak-Woltman, H.; Sobczak, M.; Bartoszewski, G. Transcriptome
Profiling of Cucumber (Cucumis sativus L.) Early Response to Pseudomonas
syringae pv. lachrymans. International Journal of Molecular Sciences 2021, 22,
4192.

Virus mozaiky uhorky (CMV) patri k hospodarsky najvyznamnejsim patogénom
Jpolnohospodarskych plodin. Jednou z moznych spésobov kontroly je pestovanie
odolnych a/alebo rezistentych odrdd. V tejto praci sme sa zamerali na porovnanie
transkriptomu dvoch odréd uhorky s rozdielnou citlivostou vo&i CMV s cielom
lidentifikovat gény zapojené do rozdielnej odpovede rastlin na virusovu infekciu.
Hlavné rozdiely medzi konstitutivnou transkripcnou aktivitou tychto odrod
spocivali v expresii génov zodpovednych za metylaciu, fosforylaciu, organizaciu
bunkovej steny a metabolizmus uhlohydratov. Po biologickom potvrdeni su

OCA18. Charakteristika dopadu vystupu na spolo¢ensko-hospodarsku prax / poznatky aplikovatelné v $lachtitelskych programoch / Cucumber mosaic virus
Characteristics of the output's impact on socio-economic practice (CMV) is one of the most economically important pathogens of agricultural crops.
Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak One possible way of control is to grow less susceptible and / or resistant varieties.
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English In this work, we focused on the transcriptome comparison of two cucumber

varieties with different susceptibility to CMV in order to identify genes involved in
the different response of plants to viral infection. The main differences between
the constitutive transcriptional activity of these varieties were the expression of
Jgenes responsible for methylation, phosphorylation, cell wall organization and
carbohydrate metabolism. After biological confirmation, the findings are
applicable in breeding programs.

Vystup je orientovany na oblast genomiky, molekularnej biolégie a interakcie
virus/rastlina a je viazany na vyu¢bu predmetov v ramci $tudijného programu
Molekuldrna biolégia. Do vzdelavacieho procesu budu z tohto vystupu
implementované poutzité laboratérne postupy a poznatky (analyza transkriptémov,

masivne paralelné sekvenovanie, RT-PCR, analyza gendmul) a bioinformatické
analyzy genomickych dat. Dopady sa prejavia vo vyucbe predmetov s molekuldarno
biologickym obsahom./The output is focused on the field of genomics, molecular
biology and plant/virus interactions and is linked to the teaching of subjects within
the study program Molecular Biology. From this output, the used laboratory
Jprocedures and knowledge (massive parallel sequencing, RT-PCR, genome
analysis) and bioinformatics analysis of genomic data will be implemented into the
educational process. The effects will be reflected in the teaching of subjects with
Jmolecular-biological content.

OCA19. Charakteristika dopadu vystupu a suvisiacich aktivit na vzdelavaci
proces / Characteristics of the output and related activities' impact on the
educational process

Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English
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. ve

Charakteristika predkladaného vystupu tvorivej ¢innosti /

Characteristics of the submitted research/ artistic/other output

Tlacivo VTC sluzi na predkladanie vystupov tvorivej ¢innosti podla metodiky hodnotenia tvorivych ¢innosti (¢ast V. Metodiky na vyhodnocovanie Standardov) / The
form is used to submit the research/artistic/other outputs according to the evaluation methodology of research/artistic/other activities (part V. The Methodology
for Standards Evaluation).

ID konania/ID of the procedure: !

K6d VTC/Code of the research/artistic/other output (RAOO):*

OCAL. Priezvisko hodnotenej osoby / Surname awarded to the assessed person |Glasa
2

OCA2. Meno hodnotenej osoby / Name awarded to the assessed person 2 Miroslav

Ing., DrSc.
OCAS3. Tituly hodnotenej osoby / Degrees awarded to the assessed person 2

OCA4. Hyperlink na zéznam osoby v Registri zamestnancov vysokych kol / |ntts://www.portalvs.sk/regzam/detail/32350

Hyperlink to the entry of the person in the Register of university staff 3

OCAS5. Oblast posudzovania / Area of assessment * Biologia/Biology

OCAG6. Kategdria vystupu tvorivej ¢innosti / Category of the research/ vedecky vystup / scientific output
artistic/other output
Vyber zo 6 moznosti (pozri Vysvetlivky k polozke OCA6) / Choice from 6 options

OCA7. Rok vydania vystupu tvorivej &innosti / Year of publication of the 2020
research/artistic/other output
OCAS8. ID zaznamu v CREPC alebo CREUC (ak je) / ID of the record in the Central JiD: 172592
Registry of Publication Activity (CRPA) or the Central Registry of Artistic Activity

(CRAA) ®
OCA9. Hyperlink na zaznam v CREPC alebo CREUC / Hyperlink to the record in  Jhttps://app.crepc.sk/?fn=detailBiblioFormChildIJREO&sid=C15045651E1CB51B09E
CRPA or CRAA © 3221423&se0=CREP%C4%8C-detail-%C4%8CI%C3%A1nok

OCA10. Hyperlink na zaznam v inom verejne pristupnom registri,
katalogu vystupov tvorivych €innosti / Hyperlink to the record in
another publicly accessible register, catalogue of research/

artistic/other outputs

High-throughput sequencing reveals bell pepper endornavirus infection in pepper
OCAL11. Charakteristika vystupu vo formate bibliografického zaznamu |(Capsicum annum) in Slovakia and enables its further molecular characterization.
CREPC alebo CREUC, ak vystup nie je vo verejne pristupnom registri |Tomasechova, Jana, Han&insky, Richard, Predajiia, Lukds, Kraic, Jan, Mihalik,
alebo katalégu vystupov / Characteristics of the output in the format |Daniel, Soltys, Katarina, Vavrova, Silvia, B6hmer, Miroslav, Sabanadzovic, Sead,

of the CRPA or the CRAA bibliographic record, if the output is not Glasa, Miroslav. Plants-Basel, 2020, 9, 1, 1-9.

available in a publicly accessible register or catalogue of outputs

, L, . , . clanok/ article
OCA12. Typ vystupu (ak nie je vystup registrovany v CREPC alebo

CREUC) / Type of the output (if the output is not registered in CRPA
or CRAA)

Vyber zo 67 mozZnosti (pozri Vysvetlivky k polozke OCA12) / Choice
[from 67 options (see Explanations for OCA12).

|https://www.mdpi.com/2223-7747/9/1/41
OCA13. Hyperlink na stranku, na ktorej je vystup spristupneny (Uplny
text, ind dokumentacia a podobne) / Hyperlink to the webpage
where the output is available (full text, other documentation, etc.)

[25 %] senior autor, autor konceptu experimentalnej ¢asti a metodoldgie, veduci
prislusného vyskumného projektu/ [25 %] senior author, author of the
experimental concept and methodology, principal investigator of the respective
scientific project

OCA14. Charakteristika autorského vkladu / Characteristics of the
author's contribution

10 CREUC / Characteristics of the output that is not registered in CRPA or CRAA

T_Z VTCAj_1/ 2020 1/3



Celkova RNA zbavend ribozomalnej RNA z rastliny sladkej papriky (Capsicum
annuum, oznacend ako N65) pestovanej na zapadnom Slovensku a vykazujucej

Charakteristika vystupu, ktory nie je registrovany v CREPC aleb

zavazné symptomy podobné virusu (chloréza, skvrnitost a deformacia listovych
platniciek) bola podrobend HTS na platforme Illumina MiSeq. De novo zostavenie
priblizne 5,5 milidéna ¢itani, po ktorom nasledovalo mapovanie na referen¢né
sekvencie, odhalilo koinfekciu papriky niekolkymi virusmi, t. j. virusom mozaiky
uhorky (CMV), virusom mozaiky meléna (WMV), kryptickym virusom papriky 2
OCA15. Anotdcia vystupu s kontextovymi informaciami tykajucimi sa J(PCV2) a endornavirusom papriky (BPEV). Bola stanovena kompletna polyprotein

opisu tvorivého procesu a obsahu tvorivej ¢innosti a pod. / kédujluca genomicka sekvencia (14,6 kb) izolatu BPEV N65. Porovnanie sekvencii
Annotation of the output with contextual information concerning the |[BPEV-N65 s gendmami BPEV dostupnymi v GenBank ukazalo 86,1 % aZ 98,6 %
description of creative process and the content of the identitu na Grovni nukleotidov. Blizky fylogeneticky vztah s izolatmi z Indie a Ciny
[research/artistic/other activity, etc. viedol k ich odlignému zoskupeniu v porovnani s ostatnymi izolatmi BPEV. Dalsia
Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in analyza odhalila pritomnost BPEV v sladkej alebo chilli paprike ziskanej z roznych
Slovak zdrojov a lokalit na Slovensku (rastliny pestované v zahradach, sklenikoch alebo
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in maloobchode). Okrem toho Ciasto¢né sekvenovanie dvoch genomickych ¢astiz 15
English lizolatov BPEV odhalilo, Ze slovenské izolaty sa segregovali do dvoch molekuldrnych

skupin, ¢o poukazuje na geneticky odliSnu populaciu (priemernd medziskupinova
nukleotidova divergencia dosahovala 12,7 %, resp. 14,5 % na zaklade zameranej
Jgenomickej oblasti). Vzhladom na zmiesané infekcie BPEV-pozitivnych paprik
zemiakovym virusom Y (PVY) a/alebo CMV nebolo mozné urit potencialnu tGlohu
jednotlivych virusov v pozorovanej symptomatoldgii. Toto je prvy dékaz a
charakterizacia BPEV zo stredoeurdpskeho regionu.

Ribosomal RNA-depleted total RNAs from a sweet pepper plant (Capsicum
annuum, labelled as N65) grown in western Slovakia and showing severe virus-like
symptoms (chlorosis, mottling and deformation of leaf lamina) were subjected to
Jhigh-throughput sequencing (HTS) on an Illumina MiSeq platform. The de novo
assembly of ca. 5.5 million reads, followed by mapping to the reference
sequences, revealed the coinfection of pepper by several viruses; i.e., cucumber
mosaic virus (CMV), watermelon mosaic virus (WMV), pepper cryptic virus 2
(PCV2) and bell pepper endornavirus (BPEV). A complete polyprotein-coding
Jgenomic sequence (14.6 kb) of BPEV isolate N65 was determined. A comparison of
BPEV-N65 sequences with BPEV genomes available in GenBank showed 86.1% to
98.6% identity at the nucleotide level. The close phylogenetic relationship with

OCA16. Anotacia vystupu v anglickom jazyku / Annotation of the output in lisolates from India and China resulted in their distinct grouping compared to the
English o other BPEV isolates. Further analysis has revealed the presence of BPEV in sweet
Rozsah do 200 slov / Range up to 200 words or chili peppers obtained from various sources and locations in Slovakia (plants

Jerown in gardens, greenhouse or retail shop). Additionally, the partial sequencing
of two genomic portions from 15 BPEV isolates revealed that the Slovak isolates
segregated into two molecular clusters, indicating a genetically distinct population
(mean inter-group nucleotide divergence reaching 12.7% and 14.5%, respectively,
based on the genomic region targeted). Due to the mix infections of BPEV-positive
peppers by potato virus Y (PVY) and/or CMV, the potential role of individual
viruses in the observed symptomatology could not be determined. This is the first
evidence and characterization of BPEV from the central European region.
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0OCA17. Zoznam najviac 5 najvyznamnejsich ohlasov na vystup / List of
maximum 5 most significant citations corresponding to the output
Rozsah do 200 slov / Range up to 200 words

Feng, X.; Lai, R.-l.; Gao, M.-x.; Chen, W.-g.; Wu, R.-j.; Cheng, C.-z.; Chen, Y.-t.
Characterization and complete genome sequences of two novel variants of the
family Closteroviridae from Chinese kiwifruit. PLOS ONE 2020, 15, e0242362.
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Virusové ochorenia spdsobujl vyrazné straty na Urode a znizuju kvalitu produkcie
polnohospodarskych plodin. Tato praca je zamerana na charakterizaciu viromu
papriky (Capsicum annum) a molekuldrnu charakterizaciu perzistentného
(kryptického) virusu, bell pepper endornavirus, ktory nebol dobvtedy na nasom
Uzemi zaznamenany. Zaroven tato praca otvara diskusiu o Glohe pezristentnych
virusov v patogenéze virusovychh ochoreni. Poznatky o molekularnej variabilite

virusov st nevyhnutné pri optimalizacii efektivnych kontrolnych opatreni a pri
OCA18. Charakteristika dopadu vystupu na spolo¢ensko-hospodarsku prax /

Characteristics of the output's impact on socio-economic practice
Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak

vyvoji citlivych a presnych molekularnych diagnostickych nastrojov. / Viral diseases
cause significant crop losses and reduce the quality of crop production. This work
|is focused on the characterization of the pepper virus (Capsicum annum) and the
Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English molecular characterization of the persistent (cryptic) virus, bell pepper
endornavirus, which has not been known in our territory until then. At the same
time, this work opens a discussion about the role of persistent viruses in the
Jpathogenesis of viral diseases. Knowledge of the molecular variability of viruses is
essential in optimizing effective control measures and in developing sensitive and

accurate molecular diagnostic tools.

Vystup je orientovany na oblast genomiky, molekularnej bioldgie a interakcie
virus/rastlina a je viazany na vyu¢bu predmetov v ramci $tudijného programu
Molekuldrna biolégia. Do vzdeldvacieho procesu budu z tohto vystupu

limplementované pouzité laboratérne postupy a poznatky (masivne paralelné

OCA19. Charakteristika dopadu vystupu a suvisiacich aktivit na vzdeldvaci sekvenovanie, RT-PCR, analyza gendmu) a bioinformatické analyzy genomickych

proces / Characteristics of the output and related activities' impact on the
educational process
Rozsah do 200 slov v slovenskom jazyku / Range up to 200 words in Slovak

dat. Dopady sa prejavia vo vyucbe predmetov s molekuldrno-biologickym
obsahom./The output is focused on the field of genomics, molecular biology and
plant/virus interactions and is linked to the teaching of subjects within the study
program Molecular Biology. From this output, the used laboratory procedures and

Rozsah do 200 slov v anglickom jazyku / Range up to 200 words in English ) X ]
knowledge (massive parallel sequencing, RT-PCR, genome analysis) and

bioinformatics analysis of genomic data will be implemented into the educational
process. The effects will be reflected in the teaching of subjects with molecular-
biological content.
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