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OBJTapuH

2007 - 2008 crrerpamuct ouoor I1Y” Iancuit Xunennapcku” kpM katenpa ®PMb
2009 - 2013 rnaBen acuctent I1Y” [Taucuit Xunengapcku” kbM karenpa ®PMb
2013 - 2022 pouent I1Y” [Naucuit Xunengapcku” kbM kareapa @PMb

2022 - no Hacrosimem, [Ipodecop no buoundopmarnka, xbM Kareapa
,-Pr3nosorns Ha pacTeHusATa 1 MoJieKysipaa ouonorus (PPMB), bronorndeckn
¢axynrer, ITY “Tlaucuit Xunengapcku”

2024 - o HacTosAMIEeM, 3aMECTHHK-AEKAH 110 HAYYHOU3CJIe0BATEICKA, IPOCKTHA
U Me:KIyHapoaHa AeiiHocT, bronornuecku dakynrer, [TY “Tlaucnit Xunennapcku”

lMnosameckn YHueepeuteT "Tamcuin XuneHgapckn”
Mpenogasaten

JlekunoHHM U MTpakTHYECKH KypcoBe 1o buonndopmarnuen ananus, Beenenue B
6nonHdopmarnkara, [Iporpamupane Python/Perl

2008
MY” Mancuin Xunengapcku”

Bruonndopmarnka, MonekynspHa 6uonorusi, Pazpabotka Ha codryep,
WHdopManroHHN TEXHOIOTHH

Joxrop nmo MoJiexyasipaa ouonorusi, PhD

OHC ,dokTop”

2003
MMY” Mancuin Xunengapcku”
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Buonorus
Buonor

OKC ,bakanaebp"

2003
MY” Mancuin Xunenaapcku”

MHhopMaLMOHHM TEXHONOTMK
lMpodhecnoHanHa ksanudukaums

[l EU COST Action member CA21169: Information, Coding, and Biological
Function:the Dynamics of Life

[1 EU COST Action member BM1006: Next Generation Sequencing Data
Analysis Network.

[l EU COST Action member FA1407: Application of next generation
sequencing for the study and diagnosis of plant viral diseases in agriculture

[1 EU COST member CA15205 - Gene Regulation Ensemble Effort for the
Knowledge Commons

Bruarapcku
Anrnuickm ®peHckm Pycku Snouckn
5 3 2 1
5 3 2 1
5 2 2 1

5- oTi4HO, 1-cimabo

EU Horizon 2020, 765492 ELBA "European Liquid Biopsies Academy" ELBA ",
2018-2022 r., punancupan no nporpama Innovative Training Networks (ITN) —
pbkoBoauTen (opranmsanus IIY).

KII-06-H36/3 ot 2019 1. ,,MeTareHOMHO-0a3upaHa AETEKIUSI Ha MUKPOOHOMHUTE
CBIECTBA Ha CHEUM(PUYHN OBJITapCKU KUCEIN TECTa U MoJ00psIBaHe HA TEXHUTE
KadecTBeHH xapekrepuctukn', punancupan or ®HU npu MOH - ppkoBoaunTe.t.
KII-06-H31/2 ot 2019 r. ,,3cnenBane yyactuero Ha MUKpoPHK Monexymute
TEXHUTE U30()OPMH B YCTAHOBSIBAHETO U TOJIP’KAHETO HA €HJOMETpHAIIHATA
BB3npHeMunBocT, puHancupan or ®HU - yuacTHHK.

JH 06/6 ot 2016 r. ,UneaTndurnmpane Ha CICHUQUIHI B3aUMOICHCTBHS MEKTY
Potato Spindle Tuber Viroid u aBa 6bsrapcku copra nurep ", punancupan or @PHU
npu I1VY - ydacTHuK.
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CELMATMLALIAW,
KOH®EPEHLIM V1 HAYYHY CPELLM

OPrAHW3ALIMOHHM YMEHMSA 1

KOMMETEHLA
KoopduHayusi, ynpaeneHue u
admucmpayusi Ha xopa 8
npoghecuoHanHama cpeda.
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2004-2005 Marie Curie fellowship, 1adopatopus na M.Tabler’, Institute of
Molecular Biology and Biotechnology, Kpur, I'bpuus

2013 maii-1oHu, roct yuen, University of Tokyo (IIpo¢. Kenra Hakaii, Human
Genome Center), Toxno, SInonust

2004 International training workshop in Bioinformatics, Cenr. 13-18, Hpakmnno,
I'vpuus

2004 International training workshop — Onassis Lectures in Biology: Genomics,
Bioinformatics and beyond, Upakimo, I'sprms

2005 International training workshop in Bioinformatics, Cent. 5-10 Codus, ,
2008 “Plant Genomics European Meeting” (Plant GEM), Cenr. 24th-27th 2008
bobarapus

2009 “miRNA Europe Meeting” 2-3 HoemBpu , KemOpumx, AHrmus

2010 EMBL, Non-coding genome conference”, Xaunenoepr, I'epmanns

2011 RNA society, 16th annual meeting, RNA 2011, Kuoro, Snonus

2012, Abiotic stress conference, Buena

2012 Training School “Next generation sequencing data analysis with Chipster”,
Xen3unku, OyHKaHAUS

2012 “Next Generation Sequencing: What's next?”, Yrcana, [1IBerus

2012 AllBio meeting, Munano, Utanus

2013 The Next NGS Challenge Conference, Banenmus, 3nanus

2014 “NGS Data after the Gold Rush” & COST Management Committee Meeting,
Hopywu, Anrnus

2015 “Next Generation Sequencing: a look into the future”, bparncnasa, CnoBakus
2015 Kick-off meeting EU COST Action member FA1407, bprokcen, benrus
2016 EU COST Action meeting FA1407, Bepcaii, ®panuus

2017 EU COST Action FA1407, WG meeting, [Ipara, Yexus

2018 EU ELBA Project Kick-off meeting 1-2 ®eB., AMcrepaam, Xonanaus

2018 “Plant phenotyping for future climate challenges”, 20- 21 Maprt, JIroBen, benrns
2018 “NGS 2018 conference, April 9-13, bapcenona, cnanus

2018 Erasmus+ for lecturers, 10-17 FOuu, ®apo, [Topryramms

2019 ELBA project meeting, 24-29 Mapr, ['panana, Vicianus

2019 “Galaxy Conference”, 1-6 }Onu, ®@paiiGypr, ['epmanus

2022 ELBA final meeting, 10-14 Maii, JIuca6own, [Topryramus

2022 Erasmus+ for lecturers, 29 Maii-5 FOuu, ®apo, [opryramms

2023 EMBL, Human microbiome, 20-23 CenremBpu, Xaiinenoepr, I'epmanns
2023 EMBL, The non-coding genome, 11-14 Oxromspu, Xaiinenoepr, ['epmanus

Opranusartop Ha cjieJHHTe KOH(epeHIUH H Hay4HH (Gopymu:

BIOCOMP BG 2012 — International conference on Bioinformatics and Computational
Biology, 20-21 cenr. 2012, Bapna

FEBS Workshop “Resurrection plants: Hope for crop drought tolerance*, 20-22
Cenrtemspu, 2018, IlnoBaus.

COST BM1006 "NGS and non-coding RNA data analysis" workshop II (2014), 15-16
maii, [ImoBauB

Bropa HanmonanHa mianexxka KoHpepeHus “buonornyeckn Hayku 3a 1mo-goopo
opnemme”, 30-31 Oxkr. 2015, buonornuecku daxynrer, [1Y “Tlancuit Xunennapcku”

3a noeeye MHGopMaLKs:
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HAYYHU MHTEPECU Amnanu3s Ha MoJeKyJspHO-Ouonornyny ganuu, HKPHK, mukpoPHK, ananu3 Ha nanHu ot
MacoBo mapaienHo cekBenupane (Illumina, Nanopore), TpanckpunTomuka,
METareHOMHKa, U3paboTBaHe Ha MOJIEKYJIIPHO-OMOIOTuUeH codryep, pa3paboTka Ha
OnonornyHu 0asu JaHHH, pa3paboTBaHe Ha MPUIIOKEHHMS 3a 00I1a4HO0-0a3upaHu
aTGOpMH 3a aHAIN3 Ha MeauKo-Ononornunn nanuu (Galaxy).

TEXHWYECKM YMEHUSA U

KOMMETEHLWN

Paboma ¢ komnrompu, cbC
crieyugu4Ho obopydsaHe,
MaluHu u op

R, Python, Perl, Linux/Unix OS, MacOS, anMiuHHCTpUpaHEe Ha ChPBBPHU CHCTEMH,
M3rpaXkIaHe Ha KOMITIOThPHHU MPEKH, 00JadHM ITaTHOPMH 32 aHAIIN3 HA MEIUKO-
OMOJIOTUYHH JaHHH.

HAYKOMETPWUYHW NMOKA3ATENKN N NYBNUKALIUW (xbMm NEKEMBPU 2023)

4 ctp.

h-index: 14 (Scopus)
Huraru: 980 (Scopus)

Scopus iD: 12789511400
(https://www.scopus.com/authid/detail.uri?authorld=12789511400)

Mollova D., Gozmanova M., Apostolova E., Yahubyan G., Iliev 1., Baev V., llluminating the
Genomic Landscape of Lactiplantibacillus plantarum PU3—A Novel Probiotic Strain Isolated
from Human Breast Milk, Explored through Nanopore Sequencing, (2023) Microorganisms, 11
(10), art. no. 2440, DOI: 10.3390/microorganisms11102440

Q2,1F 4,5

Naydenov M., Nikolova M., Apostolov A., Glogovitis 1., Salumets A., Baev V., Yahubyan G., The
Dynamics of miR-449a/c Expression during Uterine Cycles Are Associated with Endometrial
Development, (2023) Biology, 12 (1), art. no. 55, DOI: 10.3390/biology 12010055

Ql1,1F 4,2

Baev V., Koppers-Lalic D., Costa-Silva B., Liquid Biopsy: Current Status and Future Perspectives,
(2023) Cancers, 15 (12), art. no. 3205, DOI: 10.3390/cancers15123205

Q1,1F 5,2

Baev V., Apostolova E., Gotcheva V., Koprinarova M., Papageorgiou M., Rocha J.M., Yahubyan
G., Angelov A., 16S-TRNA-Based Metagenomic Profiling of the Bacterial Communities in
Traditional Bulgarian Sourdoughs, (2023) Microorganisms, 11 (3), art. no. 803, DOI:
10.3390/microorganisms11030803

Q2,1F 4,5

Vassileva 1., Baev V., Yahubyan G., Apostolova-Kuzova E., Angelov A., Koprinarova M.,
Identification of Bulgarian Sourdough Microbiota by Metagenomic Approach Using Three
Commercially Available DNA Extraction Protocols, (2023) Food Technology and Biotechnology,
61 (1), pp. 138 - 147, DOI: 10.17113/1tb.61.01.23.7796

Q2,1F 2,4

Baev V., Gisel A., Minkov 1., The Fascinating World of Plant Non-Coding RNAs, (2023)
International Journal of Molecular Sciences, 24 (12), art. no. 10341, DOL

10.3390/ijms241210341
Ql,IF 5,6
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Chochkov R., Savov M., Gotcheva V., Papageorgiou M., Rocha .M., Baev V., Angelov A., Effects
of sourdough on rheological properties of dough, quality characteristics and staling time of
wholemeal wheat croissants, (2023) Italian Journal of Food Science, 35 (3), pp. 115 - 129, DOI:
10.15586/1JFS.V3513.2385

Q3,IF 2,6

Iliev 1., Apostolova E., Hadjieva N., Kostadinov K., Filipov S., Kostadinova S., Baev V.,
Gozmanova M., Bacterial diversity and physiological activity of lettuce (Lactuca sativa)
rhizosphere under bio-organic greenhouse management strategies, (2022) International Journal of
Environmental Science and Technology, 19 (10), pp. 9945 - 9956, DOI: 10.1007/s13762-021-
03831-z

Q1,IF 2.8

Ivanova Z., Minkov G., Gisel A., Yahubyan G., Minkov 1., Toneva V., Baev V., The Multiverse of
Plant Small RNAs: How Can We Explore 1t?, (2022) International Journal of Molecular Sciences,
23 (7), art. no. 3979, DOI: 10.3390/ijms23073979

Q1,IF 5.9

Hadjieva N., Apostolova E., Baev V., Yahubyan G., Gozmanova M., Transcriptome analysis
reveals dynamic cultivar-dependent patterns of gene expression in potato spindle tuber viroid-
infected pepper, (2021) Plants, 10 (12), art. no. 2687, DOI: 10.3390/plants10122687

Q1,IF 3.9

Glogovitis 1., Yahubyan G., Wiirdinger T., Koppers-lalic D., Baev V., Mirgalaxy: Galaxy-based
framework for interactive analysis of microrna and isomir sequencing data, (2021) Cancers, 13
(22), art. no. 5663, DOI: 10.3390/cancers13225663

Q2,IF 6.6

Glogovitis 1., Yahubyan G., Wiirdinger T., Koppers-Lalic D., Baev V., Isomirs—hidden soldiers in
the mirna regulatory army, and how to find them?, (2021) Biomolecules, 11 (1), art. no. 41, pp. 1
- 21, DOI: 10.3390/biom11010041

Q2,IF 4.8

Nikolova M., Naydenov M., Glogovitis I., Apostolov A., Saare M., Boggavarapu N., Salumets A.,
Baev V., Yahubyan G., Coupling miR/isomiR and mRNA Expression Signatures Unveils New
Molecular Layers of Endometrial Receptivity, (2021) Life, 11 (12), art. no. 1391, DOI:
10.3390/1ife11121391

Q2,IF 3.8

Apostolova E., Hadjieva N., Ivanova D.P., Yahubyan G., Baev V., Gozmanova M., MicroRNA
expression dynamics reshape the cultivar-specific response of pepper (Capsicum annuum L.) to
potato spindle tuber viroid (PSTVd) infection, (2021) Scientia Horticulturae, 278, art. no. 109845,
DOI: 10.1016/j.scienta.2020.109845

Ql1,IF 3.4

Baev V., Ivanova Z., Yahubyan G., Toneva V., Apostolova E., Minkov G., Minkov 1., Analysis of
the Complete Mitochondrial Genome Sequence of the Resurrection Plant Haberlea Rhodopensis,
(2021) Acta Biochimica Polonica, 68 (2), pp. 277 - 286, DOI: 10.18388/abp.2020_5555

Q2,IF 2.1

Apostolova E., Gozmanova M., Nacheva L., Ivanova Z., Toneva V., Minkov 1., Baev V., Yahubyan
G., MicroRNA profiling the resurrection plant haberlea rhodopensis unveils essential regulators
of survival under severe drought, (2020) Biologia Plantarum, 64, pp. 541 - 550, DOLI:
10.32615/bp.2020.062

Q2,IF 1.7

Iliev 1., Marhova M., Kostadinova S., Gochev V., Tsankova M., Ivanova A., Yahubyan G., Baev
V., Metagenomic analysis of the microbial community structure in protected wetlands in the
Maritza River Basin, (2019) Biotechnology and Biotechnological Equipment, 33 (1), pp. 1721 -
1732, DOI: 10.1080/13102818.2019.1697364

Q3,IF 1.1

Naydenov M., Gospodinova N., Apostolova E., Anachkov N., Baev V., Gozmanova M., Minkov
L., Yahubyan G., Transposon-associated polymorphisms of stress-responsive gene promoters in
selected accessions of Arabidopsis thaliana, (2018) Acta Biochimica Polonica, 65 (3), pp. 391 -
396, DOI: 10.18388/abp.2017_1590
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29.
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Q2,IF 1.6

Minkov G., Toneva V., Ivanova Z., Baev V., LoopRNA — Java module for RNA structure
annotation, (2018) Comptes Rendus de L'Academie Bulgare des Sciences, 71 (9), pp. 1215 - 1221,
DOI: 10.7546/CRABS.2018.09.08

Q2,1F 0.3

Iliev L., Yahubyan G., Marhova M., Apostolova E., Gozmanova M., Gecheva G., Kostadinova S.,
Ivanova A., Baev V., Metagenomic profiling of the microbial freshwater communities in two
Bulgarian reservoirs, (2017) Journal of Basic Microbiology, 57 (8), pp. 669 - 679, DOI:
10.1002/50bm.201700137

Q2,IF 1.5

Gozmanova M., Baev V., Apostolova E., Sablok G., Yahubyan G., Growing Diversity of Plant
MicroRNAs and MIR-Derived Small RNAs, (2017) RNA Technologies, pp. 49 - 67, DOL:
10.1007/978-3-319-55520-1_3

Ivanova Z., Sablok G., Daskalova E., Zahmanova G., Apostolova E., Yahubyan G., Baev V.,
Chloroplast genome analysis of resurrection tertiary relict Haberlea rhodopensis highlights genes
important for desiccation stress response, (2017) Frontiers in Plant Science, 8, art. no. 204, DOI:
10.3389/1pls.2017.00204

Q1,IF 3.6

Naydenov M., Baev V., Apostolova E., Gospodinova N., Sablok G., Gozmanova M., Yahubyan
G., High-temperature effect on genes engaged in DNA methylation and affected by DNA
methylation in Arabidopsis, (2015) Plant Physiology and Biochemistry, 87, pp. 102 - 108, DOI:
10.1016/j.plaphy.2014.12.022

Q1,IF 2.9

Sablok G., Srivastva A.K., Suprasanna P., Baev V., Ralph P.J., isomiRs: Increasing evidences of
isomiRs complexity in plant stress functional biology, (2015) Frontiers in Plant Science, 6
(NOVEMBER), art. no. 949, DOI: 10.3389/1pls.2015.00949

Ql1,IF 4.4

Sablok G., Padma Raju G.V., Mudunuri S.B., Prabha R., Singh D.P., Baev V., Yahubyan G., Ralph
P.J., La Porta N., ChloroMitoSSRDB 2.00: More genomes, more repeats, unifying SSRs search
patterns and on-the-fly repeat detection, (2015) Database, 2015, art. no. bav084, DOI:
10.1093/database/bav084

Q1,IF 2.6

Yahubyan G., Apostolova E., Minkov 1., Baev V., Small RNAs in Crop Response to Temperature
Stress Noncoding RNAs in Plants, (2014) Handbook of Plant and Crop Physiology, Third Edition,
pp- 785 - 794, DOI: 10.1201/b16675-40

Baev V., Sablok G., Minkov L., Next generation sequencing crowd sourcing at BIOCOMP: What
promises it holds for us in future?, (2014) Journal of Computational Science, 5 (3), pp. 325 - 326,
DOI: 10.1016/j.jocs.2014.04.001

Q1,IF 1.2

Baev V., Milev L., Naydenov M., Vachev T., Apostolova E., Mehterov N., Gozmanva M., Minkov
G., Sablok G., Yahubyan G., Insight into small RNA abundance and expression in high- and low-
temperature stress response using deep sequencing in Arabidopsis, (2014) Plant Physiology and
Biochemistry, 84, pp. 105 - 114, DOI: 10.1016/j.plaphy.2014.09.007

Q1,IF 2.7

Ivanova D., Milev L., Vachev T., Baev V., Yahubyan G., Minkov G., Gozmanova M., Small RNA
analysis of potato spindle tuber viroid infected phelipanche ramosa, (2014) Plant Physiology and
Biochemistry, 74, pp. 276 - 282, DOI: 10.1016/j.plaphy.2013.11.019

Q1,IF 2.8

Sablok G., Wu X., Kuo J., Nayak K.C., Baev V., Varotto C., Zhou F., Combinational effect of
mutational bias and translational selection for translation efficiency in tomato (Solanum
lycopersicum) cv. Micro-Tom, (2013) Genomics, 101 (5), pp. 290 - 295, DOL
10.1016/j.ygeno.2013.02.008

Q2,1F 3,0

Sablok G., Milev 1., Minkov G., Minkov 1., Varotto C., Yahubyan G., Baev V., IsomiRex: Web-
based identification of microRNAs, isomiR variations and differential expression using next-
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32.

33.

34.

35.

36.

37.

38.

39.

generation sequencing datasets, (2013) FEBS Letters, 587 (16), pp. 2629 - 2634, DOI:
10.1016/j.febslet.2013.06.047

Q1,1F 3,5

Georgieva B., Milev 1., Minkov 1., Dimitrova 1., Bradford A.P., Baev V., Characterization of the
uterine leiomyoma microRNAome by deep sequencing, (2012) Genomics, 99 (5), pp. 275 - 281,
DOI: 10.1016/j.ygeno.2012.03.003

Q2,1F 3,0

Baev V., Milev 1., Naydenov M., Apostolova E., Minkov G., Minkov I., Yahubyan G.,
Implementation of a de novo genome-wide computational approach for updating Brachypodium
miRNAs, (2011) Genomics, 97 (5), pp. 282 - 293, DOI: 10.1016/j.ygeno.2011.02.008

Q1,3,0

Baev V., Naydenov M., Apostolova E., Ivanova D., Doncheva S., Minkov I., Yahubyan G.,
Identification of RNA-dependent DNA-methylation regulated promoters in Arabidopsis, (2010)
Plant Physiology and Biochemistry, 48 (6), pp. 393 - 400, DOI: 10.1016/j.plaphy.2010.03.013
Q1,1F 2,8

Ivanova D., Vachev T., Baev V., Minkov 1., Gozmanova M., Identification of potato spindle tuber
viroid small rna in orobanche ramosa by microarray, (2010) Biotechnology and Biotechnological
Equipment, 24, pp. 144 - 146, DOI: 10.1080/13102818.2010.10817829

Q3

Baev V., Daskalova E., Minkov 1., Computational identification of novel microRNA homologs in
the chimpanzee genome, (2009) Computational Biology and Chemistry, 33 (1), pp. 62 - 70, DOL:
10.1016/j.compbiolchem.2008.07.024

Q2,1IF 1,4

Koscianska E., Baev V., Skreka K., Oikonomaki K., Rusinov V., Kalantidis K., Prediction and
preliminary validation of oncogene regulation by miRNAs, (2007) BMC Molecular Biology, 8,
art. no. 79, DOI: 10.1186/1471-2199-8-79

Q2,1F 2,8

Megraw M., Baev V., Rusinov V., Jensen S.T., Kalantidis K., Hatzigeorgiou A.G., MicroRNA
promoter element discovery in Arabidopsis, (2006) RNA, 12 (9), pp. 1612 - 1619, DOLI:
10.1261/rna.130506

Q1,1F 5,0

Rusinov V., Baev V., Minkov L.N., Tabler M., Microlnspector: A web tool for detection of miRNA
binding sites in an RNA sequence, (2005) Nucleic Acids Research, 33 (SUPPL. 2), pp. W696-
W700, DOI: 10.1093/nar/gki364

QI1,IF 8,3
YYEBHU NOCOBUA
1. Tlporpammupane 3a 6nuoj031. AHANK3 W BU3yaJM3alus Ha HaydHu naHHW; Becenun baes; 2022,
ITY ,Iaucuit Xunengapcku®, ISBN 978-619-202-779-7
2. PwroBomcTBO MO OmomHpopmarrka; Becenun baes, Enena AmnocromoBa, Epenuna Jlackanosa,
['eopru Munkos;IInopnuscku Yausepcutet “Ilaucuit Xunengapcku”, 2013, ISBN: 978-954-423-
835-3
3. MonekynsapHa renetuka; MBan MunkoB, Becenun baeB, EBenuna [lackanmosa, Wnus [enes,
lamuns SxyOstn, Mapusina TosmanoBa, Llanko Ieues; [lnoBmuBcku Yumepcuter “Ilamcuit
Xunennapcku”, ISBN: ISBN 978-954-423-833-9
7 ctp.
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