MELESHKO, Dmitrii A.
Assistant professor

PhD
Research interests v" NGS data analysis
v Genome assembly
v Algorithms in bioinformatics
List of the supervisor’s research | v' Quality control of genomic assemblies
projects v" Genomic assembly of non-model organisms
(participation/supervision) v Adaptation of assembly algorithms for searching and

characterizing antibiotic resistance genes
Comparative genomics of non-model organisms

<

List of potential thesis topics

<

Development of algorithms for improving T2T diploid

assemblies

v Development of algorithms and programs for assessing the
quality of T2T assemblies

v’ Adaptation of the SPAdes collector to the search for AMR
genes in metagenomic sequencing data

v Applications of pangenomics methods to improve the search

for structural variations and solve problems of population

genetics

Publications in the last five
years

8 (Scopus / Web of Science / RSCI)
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Key IPs

v’ 2023687688 (18.12.2023) «IIporpamma s cCOOPKH T€HHBIX
KJIaCTEpOB U3 KOPOTKHX npouteHuit» (biosytheticSPAdes)

v’ 2023687488 (14.12.2023) «IIporpamma s cOOpKH
TPAaHCKPUNTOMA 13 OapKOIUPOBAHHBIK MPOUYTCHUI»
(cloudrnaSPAdes)

v’ 2023687489 (14.12.2023) «IIporpamma st
aBTOMATH3UPOBAHHOW COOPKH reHOMa KOPOHABUPYCOB C
ucnonb3oBanneM HMM» (coronaSPAdes)

v 2023687490 (14.12.2023) «IIporpamma 1jist JEKOHBOJIOLMU
mrammoB Sars-Cov-2 ¢ ucnosib3oBanueM rpadoB cOOpKm»
(wastewaterSPAdes)

Supervisor’s specific
requirements

v’ Basic knowledge of biology and genetics

v Ability to program in one of the popular programming
languages (preferably C++/Python)

v Algorithmic thinking

Code of the subject area of the
PhD program

1.5.7 Genetics




