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Журнал Bioinformatics, издается Oxford University Press (с 1985 под названием Computer 
Applications in the Biosciences, с 1998 под текущим названием).  
 
По данным Clarivate Analytics (на текущий год / на год публикации представленных на 
конкурс работ) 
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место по направлению Biochemical Research Methods: 6 / 4 из 78 / 77 журналов 
место по направлению Biotechnology & Applied Microbiology: 17 / 11 из 160 / 158 журналов 
 
По данным SJR 
https://www.scimagojr.com/journalsearch.php?q=17945&tip=sid&clean=0 
 
Квартиль (зеленый -- Q1) 

 
SJR индекс (6.14 за 2017 год) 

 
  



Данные о цитировании 
 
По данным Web of Science Core Collection на 1 октября 2018 года (общее число 
цитирований работ о пакете программ QUAST: 597) 

 
Примечание: статья про QUAST (Gurevich et al., 2013) не выдвигается на конкурс 
(выполнена не в СПбГУ), но указаны цитаты на нее начиная с 2015 года, т.к. она 
используется при цитировании всего пакета программ QUAST (выдвинут на конкурс). В 
2015 году Гуревичем А.А. и Михеенко А.А. была начата работа над пакетом QUAST в 
СПбГУ, что вылилось в значительный рост количества цитирований данного программного 
продукта (с 2016 в Реестре программ для ЭВМ, правообладатель: СПбГУ). 
  



Данные об использовании 
 
По данным платформы Sourceforge с 1 января 2015 по 1 октября 2018 (общее число 
загрузок с учетом случаев, когда страна загрузки не определена: 33 290) 
https://sourceforge.net/projects/quast/files/stats/map?dates=2015-01-01+to+2018-10-01 

 

 
  



По данным системы управления пакетами биоинформатических программ bioconda с 1 
января 2015 по 1 октября 2018 (общее число загрузок: 54 122) 
https://anaconda.org/bioconda/quast 
 

 
 
  



По данным Google Analytics с 1 января 2015 по 30 сентября 2018 (общее количество 
посетителей веб-сервиса QUAST http://quast.sf.net/wi  21 415 пользователей) 
 

 
  



Рецензии/обзоры в журналах Scopus/Web of Science 
 
Florian P. Breitwieser  Jennifer Lu  Steven L. Salzberg. (2017). A review of methods and 
databases for metagenomic classification and assembly. Briefings in Bioinformatics, bbx120. 
https://doi.org/10.1093/bib/bbx120 
 
Фрагмент из статьи: 

Validation of the assembly and binning is an important step in metagenomic genome 
reconstruction. MetaQUAST [128] computes genome statistics of metagenomics 
assemblies, and, by aligning against reference genomes, can report the number of 
misassemblies and mismatches. 

 
-- 
Blawid, R. , Silva, J. and Nagata, T. (2017). Discovering and sequencing new plant viral 
genomes by next-generation sequencing: description of a practical pipeline. Annals of Applied 
Biology, 170: 301-314. https://doi.org/10.1111/aab.12345 
 
Фрагменты из статьи: 

With a variety of pipelines, tools and even parameters of tools, many assembly outcomes 
are possible, and the improvement of the analysis is of great interest. NGS metrics might 
be useful for assessing the assembly quality, although it is not a straightforward task. The 
QUAST (Gurevich et al., 2013) and MetaQUAST (Mikheenko et al., 2015) programmes 
are options to assess and compare the quality of our assemblies. Contig size is one of the 
metrics that can be evaluated for de novo assembly with or without a reference genome. 
… 
MetaQUAST also generates other valuable metrics as the NA50 and NGA50. These 
metrics are obtained by breaking the contigs mapped to a reference into aligned blocks 
and calculating the N50 and NG50 using only these blocks. SPAdes also often gives the 
highest value of NG50 and NGA50, as shown for our case study with all segments of 
ZLCV (Table 5).  
MetaQUAST supports more than one reference sequence and calculates the reference-
based statistics separately for each sequence.  

 
-- 
Sebastian Jünemannac et al. (2017). Bioinformatics for NGS-based metagenomics and the 
application to biogas research. Journal of Biotechnology, 261: 10-23. 
https://doi.org/10.1016/j.jbiotec.2017.08.012 
 
Фрагмент из статьи: 

A dedicated software that calculates various metrics to evaluate metagenome assemblies 
is MetaQUAST (Mikheenko et al., 2016), a modification of the genome assembly 
evaluation tool QUAST (Gurevich et al., 2013). Besides common metrics (e.g. N50), it 
provides a reference based evaluation to identify mis-assemblies by mapping contigs to 
references and reporting statistics for each reference separately. If, as usual, the 
references are not known a priori, a de novo evaluation can be performed, where 
appropriate references are identified on the basis of BLASTn hits of contigs against 16S 
rRNA gene references of the SILVA database and thereafter downloaded from NCBI. 

 
-- 
Nathan D. Olson, Todd J. Treangen, Christopher M. Hill, Victoria Cepeda-Espinoza, Jay Ghurye, 
Sergey Koren, Mihai Pop. (2017). Metagenomic assembly through the lens of validation: recent 
advances in assessing and improving the quality of genomes assembled from metagenomes, 
Briefings in Bioinformatics, bbx098. https://doi.org/10.1093/bib/bbx098 
 
Фрагмент из статьи: 



MetaQuast. MetaQUAST [11] is a reference-based method that identifies mis-assemblies 
and structural variants in an assembly relative to reference genomes. MetaQUAST is a 
modification of QUAST [86], an isolate genome assembly validation tool that computes 
alignments of assembled contigs to a single reference genome. For data sets with known 
reference genomes, metaQUAST uses the user-provided reference sequences to 
evaluate the assembly. For the data sets where genomes in the sample are not known, 
metaQUAST identifies appropriate reference sequences using a 16 S ribosomal RNA 
database. Additionally, metaQUAST applies a structural variant finding algorithm to 
distinguish between structural variants and true assembly errors. 

 
-- 
Roumpeka Despoina D., Wallace R. John, Escalettes Frank, Fotheringham Ian, Watson Mick. 
(2017). A Review of Bioinformatics Tools for Bio-Prospecting from Metagenomic Sequence 
Data. Frontiers in Genetics, 8. https://doi.org/10.3389/fgene.2017.00023       
  
Фрагмент из статьи: 

There are some standard statistical measures for evaluating the performance of assembly 
tools. These often refer to the number of scaffolds, their length, cover rate (the proportion 
of the genome covered by assembled scaffolds) and gene prediction/completeness (using 
gene predictors in later stage). One of the most useful assembly measures is the N50 
size, defined as the scaffold length value such that 50% of the assembled sequences are 
equal or longer (Mäkinen et al., 2012). Contig and scaffold lengths are particularly 
important metrics for bio-prospecting as these need to be longer than gene-length to 
enable full length recovery of the gene sequence. MetaQUAST (Mikheenko et al., 2016) 
is a tool specifically designed for the quality assessment of metagenomics assemblies. 
Amongst other things, MetaQUAST uses alignment of the original reads to the assembled 
data to enable detection of putative structural variants and mis-assemblies. 


