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Supplementary Table S1. Top 15 scientific sources and their metrics

Source NP LC H-index G-index M-index TC PY start

Bioinformatics 187 3,435 35 64 3.889 4,943 2015
Nature Communications 134 5,244 41 71 5.125 5,439 2016
Nucleic Acids Research 103 2,683 32 76 2.909 5,835 2013
Genome Biology 84 3,761 39 84 3.9 7,377 2014
Methods in Molecular Biology 83 30 12 21 1.091 588 2013
Briefings in Bioinformatics 70 50 14 25 1.556 749 2015
BMC Bioinformatics 68 1,015 19 39 2.375 1,618 2016
Frontiers in Immunology 57 459 11 24 1.833 633 2018
Frontiers in Genetics 54 287 13 26 1.625 757 2016
Nature Methods 54 318 37 54 3.364 7,859 2013
BMC Genomics 50 455 13 34 1.182 1,203 2013
PLOS Computational biology 45 425 14 28 1.556 813 2015
Scientific Reports 41 67 14 24 1.75 657 2016
Nature Biotechnology 36 246 22 36 2.2 10,931 2014
Cell Reports 32 192 18 32 2.25 1,771 2016

This legend examines key bibliometric indicators for the top 15 sources that have published literature on single-cell RNA sequencing 
(scRNA-seq) analysis. These indicators include the number of publications (NP), local citations (LC), h-index (a metric that evaluates both 
the productivity and citation impact of the publications), g-index (a measure focusedon highly cited publications), m-index (an evaluation 
of the impact based on an author’s most cited works), total citations (TC), and average publications per year (PY). The analysis of these 
metrics offers valuable insights into the productivity, citation impact, and overall influence of these leadingsources in the field of scRNA-Seq 
analysis.
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