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1185-1190. 6.5 514
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74 Broad CTL response is required to clear latent HIV-1 due to dominance of escape mutations. Nature,
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75 Mugsy: fast multiple alignment of closely related whole genomes. Bioinformatics, 2011, 27, 334-342. 1.8 444
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Genome Biology, 2014, 15, R59. 13.9 424
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88 Thousands of exon skipping events differentiate among splicing patterns in sixteen human tissues.
F1000Research, 2013, 2, 188. 0.8 372

89 A review of methods and databases for metagenomic classification and assembly. Briefings in
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195 Sequence and analysis of the Arabidopsis genome. Current Opinion in Plant Biology, 2001, 4, 105-110. 3.5 66

196 Hawkeye: an interactive visual analytics tool for genome assemblies. Genome Biology, 2007, 8, R34. 13.9 66

197 Genome Assembly Has a Major Impact on Gene Content: A Comparison of Annotation in Two Bos Taurus
Assemblies. PLoS ONE, 2011, 6, e21400. 1.1 65

198 Development and Optimization of Metagenomic Next-Generation Sequencing Methods for
Cerebrospinal Fluid Diagnostics. Journal of Clinical Microbiology, 2018, 56, . 1.8 65



13

Steven L Salzberg

# Article IF Citations

199 Locating Protein Coding Regions in Human DNA Using a Decision Tree Algorithm. Journal of
Computational Biology, 1995, 2, 473-485. 0.8 64

200 Comprehensive DNA Signature Discovery and Validation. PLoS Computational Biology, 2007, 3, e98. 1.5 63

201 Short Read Mapping: An Algorithmic Tour. Proceedings of the IEEE, 2017, 105, 436-458. 16.4 63

202 Computational Discovery of Internal Micro-Exons. Genome Research, 2003, 13, 1216-1221. 2.4 62

203 Title is missing!. Machine Learning, 1994, 16, 235-240. 3.4 61

204 JIGSAW, GeneZilla, and GlimmerHMM: puzzling out the features of human genes in the ENCODE regions.
Genome Biology, 2006, 7, S9. 13.9 61

205 Decision trees for automated identification of cosmic-ray hits in Hubble Space Telescope images.
Publications of the Astronomical Society of the Pacific, 1995, 107, 279. 1.0 60

206 Genome sequence assembly: algorithms and issues. Computer, 2002, 35, 47-54. 1.2 60

207 GlimmerM, Exonomy and Unveil: three ab initio eukaryotic genefinders. Nucleic Acids Research, 2003,
31, 3601-3604. 6.5 60

208 Genomic architecture of complex traits in loblolly pine. New Phytologist, 2019, 221, 1789-1801. 3.5 60

209 The sequence and analysis of Trypanosoma brucei chromosome II. Nucleic Acids Research, 2003, 31,
4856-4863. 6.5 59

210 Rapid detection of inter-clade recombination in SARS-CoV-2 with Bolotie. Genetics, 2021, 218, . 1.2 58

211 Complete Columbian mammoth mitogenome suggests interbreeding with woolly mammoths. Genome
Biology, 2011, 12, R51. 13.9 56

212 Insight into the genome of Aspergillus fumigatus: analysis of a 922kb region encompassing the nitrate
assimilation gene cluster. Fungal Genetics and Biology, 2004, 41, 443-453. 0.9 55

213 Horizontal gene transfer is not a hallmark of the human genome. Genome Biology, 2017, 18, 85. 3.8 55

214 Hawkeye and AMOS: visualizing and assessing the quality of genome assemblies. Briefings in
Bioinformatics, 2013, 14, 213-224. 3.2 54

215 The COMBREX Project: Design, Methodology, and Initial Results. PLoS Biology, 2013, 11, e1001638. 2.6 54

216 Genomic Features of a Bumble Bee Symbiont Reflect Its Host Environment. Applied and Environmental
Microbiology, 2014, 80, 3793-3803. 1.4 53



14

Steven L Salzberg

# Article IF Citations

217 Identifying Corneal Infections in Formalin-Fixed Specimens Using Next Generation Sequencing. , 2018,
59, 280. 51

218 Physiogenomic resources for rat models of heart, lung and blood disorders. Nature Genetics, 2006,
38, 234-239. 9.4 48

219 COMBREX: a project to accelerate the functional annotation of prokaryotic genomes. Nucleic Acids
Research, 2011, 39, D11-D14. 6.5 47

220 Rice Bioinformatics. Analysis of Rice Sequence Data and Leveraging the Data to Other Plant Species.
Plant Physiology, 2001, 125, 1166-1174. 2.3 46

221 Gene-Boosted Assembly of a Novel Bacterial Genome from Very Short Reads. PLoS Computational
Biology, 2008, 4, e1000186. 1.5 46

222 Open access to tree genomes: the path to a better forest. Genome Biology, 2013, 14, 120. 3.8 46

223 Insights into the Loblolly Pine Genome: Characterization of BAC and Fosmid Sequences. PLoS ONE,
2013, 8, e72439. 1.1 46

224 Genome Sequence of the <i>Wolbachia</i> Endosymbiont of <i>Culex quinquefasciatus</i> JHB.
Journal of Bacteriology, 2009, 191, 1725-1725. 1.0 44

225 Automated correction of genome sequence errors. Nucleic Acids Research, 2004, 32, 562-569. 6.5 42

226 Assembly and annotation of an Ashkenazi human reference genome. Genome Biology, 2020, 21, 129. 3.8 42

227 Computational gene finding in plants. Plant Molecular Biology, 2002, 48, 39-48. 2.0 41

228 SkewIT: The Skew Index Test for large-scale GC Skew analysis of bacterial genomes. PLoS
Computational Biology, 2020, 16, e1008439. 1.5 40

229 The contents of the syringe. Nature, 2008, 454, 160-161. 13.7 39

230 Learning with Nested Generalized Exemplars. Kluwer International Series in Engineering and Computer
Science, 1990, , . 0.2 38

231 Efficient implementation of a generalized pair hidden Markov model for comparative gene finding.
Bioinformatics, 2005, 21, 1782-1788. 1.8 38

232 Improving pan-genome annotation using whole genome multiple alignment. BMC Bioinformatics, 2011,
12, 272. 1.2 38

233 Cretaceous dinosaur bone contains recent organic material and provides an environment conducive
to microbial communities. ELife, 2019, 8, . 2.8 38

234 Uncensored exchange of scientific results. Proceedings of the National Academy of Sciences of the
United States of America, 2003, 100, 1464-1464. 3.3 37



15

Steven L Salzberg

# Article IF Citations

235 Insignia: a DNA signature search web server for diagnostic assay development. Nucleic Acids Research,
2009, 37, W229-W234. 6.5 37

236 Use and mis-use of supplementary material in science publications. BMC Bioinformatics, 2015, 16, 237. 1.2 36

237 A probabilistic framework for memory-based reasoning. Artificial Intelligence, 1998, 104, 287-311. 3.9 35

238 Efficient decoding algorithms for generalized hidden Markov model gene finders. BMC
Bioinformatics, 2005, 6, 16. 1.2 34

239 Chromosome-Scale Assembly of the Bread Wheat Genome Reveals Thousands of Additional Gene
Copies. Genetics, 2020, 216, 599-608. 1.2 34

240 Managing information for concurrent engineering: Challenges and barriers. Research in Engineering
Design - Theory, Applications, and Concurrent Engineering, 1990, 2, 35-52. 1.2 33

241 Genome sequence and rapid evolution of the rice pathogen Xanthomonas oryzae pv. oryzae PXO99A.
BMC Genomics, 2008, 9, 534. 1.2 33

242 Arioc: high-throughput read alignment with GPU-accelerated exploration of the seed-and-extend
search space. PeerJ, 2015, 3, e808. 0.9 33

243 Genomic basis of white pine blister rust quantitative disease resistance and its relationship with
qualitative resistance. Plant Journal, 2020, 104, 365-376. 2.8 32

244 Statement on the consideration of biodefence and biosecurity. Nature, 2003, 421, 771-771. 13.7 31

245 2009 Swine-Origin Influenza A (H1N1) Resembles Previous Influenza Isolates. PLoS ONE, 2009, 4, e6402. 1.1 31

246 The Genome Assembly Archive: A New Public Resource. PLoS Biology, 2004, 2, e285. 2.6 30

247 High-quality genome and methylomes illustrate features underlying evolutionary success of oaks.
Nature Communications, 2022, 13, 2047. 5.8 30

248 Closure of the NCBI SRA and implications for the long-term future of genomics data storage. Genome
Biology, 2011, 12, 402. 3.8 29

249 Thousands of missed genes found in bacterial genomes and their analysis with COMBREX. Biology
Direct, 2012, 7, 37. 1.9 28

250 Presence of Human Hepegivirus-1 in a Cohort of People Who Inject Drugs. Annals of Internal Medicine,
2017, 167, 1. 2.0 28

251 Assembled and annotated 26.5 Gbp coast redwood genome: a resource for estimating evolutionary
adaptive potential and investigating hexaploid origin. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 28

252 Towards a Better Understanding of Memory-Based Reasoning Systems. , 1994, , 242-250. 27



16

Steven L Salzberg

# Article IF Citations

253 Characterization of Insertion Sites in Rainbow Papaya, the First Commercialized Transgenic Fruit
Crop. Tropical Plant Biology, 2008, 1, 293-309. 1.0 25

254 Efficient oligonucleotide probe selection for pan-genomic tiling arrays. BMC Bioinformatics, 2009, 10,
293. 1.2 25

255 Genome-Wide Analysis of Repetitive Elements in Papaya. Tropical Plant Biology, 2008, 1, 191-201. 1.0 24

256 Reminder to deposit DNA sequences. Science, 2016, 352, 780-780. 6.0 24

257 An empirical analysis of training protocols for probabilistic gene finders. BMC Bioinformatics, 2004,
5, 206. 1.2 23

258 Mis-Assembled â€œSegmental Duplicationsâ€• in Two Versions of the Bos taurus Genome. PLoS ONE, 2012, 7,
e42680. 1.1 22

259 The SAMBA tool uses long reads to improve the contiguity of genome assemblies. PLoS Computational
Biology, 2022, 18, e1009860. 1.5 22

260 Balrog: A universal protein model for prokaryotic gene prediction. PLoS Computational Biology, 2021,
17, e1008727. 1.5 21

261 Best-case results for nearest-neighbor learning. IEEE Transactions on Pattern Analysis and Machine
Intelligence, 1995, 17, 599-608. 9.7 20

262 A Teaching Strategy for Memory-Based Control. , 1997, 11, 343-370. 20

263 Guillain-BarrÃ© Syndrome Outbreak in Peru 2019 Associated With <i>Campylobacter jejuni</i> Infection.
Neurology: Neuroimmunology and NeuroInflammation, 2021, 8, . 3.1 20

264 Detection of lineage-specific evolutionary changes among primate species. BMC Bioinformatics, 2011,
12, 274. 1.2 19

265 Finding genes in Plasmodium falciparum. Nature, 2000, 404, 34-34. 13.7 18

266 Distance metrics for instance-based learning. Lecture Notes in Computer Science, 1991, , 399-408. 1.0 18

267 Finding genes in Plasmodium falciparum. Nature, 2000, 404, 34-35. 13.7 17

268 Learning to Catch: Applying Nearest Neighbor Algorithms to Dynamic Control Tasks. Lecture Notes in
Statistics, 1994, , 321-328. 0.1 17

269 Genomeâ€•wide association identifies candidate genes for drought tolerance in coast redwood and
giant sequoia. Plant Journal, 2022, 109, 7-22. 2.8 17

270 Do-it-yourself genetic testing. Genome Biology, 2010, 11, 404. 3.8 16



17

Steven L Salzberg

# Article IF Citations

271 Genome-Guided Transcriptome Assembly in the Age of Next-Generation Sequencing. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2013, 10, 1234-1240. 1.9 16

272 Contamination in the Draft of the Human Genome Masquerades As Lateral Gene Transfer. DNA
Sequence, 2002, 13, 75-76. 0.7 15

273 Yeast rises again. Nature, 2003, 423, 233-234. 13.7 14

274 Dissecting the Polygenic Basis of Cold Adaptation Using Genome-Wide Association of Traits and
Environmental Data in Douglas-fir. Genes, 2021, 12, 110. 1.0 14

275 Effects of transcriptional noise on estimates of gene and transcript expression in RNA sequencing
experiments. Genome Research, 2021, 31, 301-308. 2.4 13

276 Recent advances in RNA sequence analysis. F1000 Biology Reports, 2010, 2, 64. 4.0 13

277 Chapter 18 Committees of decision trees. Advances in Psychology, 1996, 113, 305-317. 0.1 12

278 Computational gene finding in plants. Plant Molecular Biology, 2002, 48, 39-48. 2.0 12

279 New names for old strains? Wolbachia wSim is actually wRi. Genome Biology, 2005, 6, 401. 13.9 11

280 A Unified Model Explaining the Offsets of Overlapping and Near-Overlapping Prokaryotic Genes.
Molecular Biology and Evolution, 2007, 24, 2091-2098. 3.5 11

281 16GT: a fast and sensitive variant caller using a 16-genotype probabilistic model. GigaScience, 2017, 6, 1-4. 3.3 11

282 First Draft Genome Sequence of the Pathogenic Fungus <i>Lomentospora prolificans</i> (Formerly) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 302 Td (<i>Scedosporium prolificans</i>). G3: Genes, Genomes, Genetics, 2017, 7, 3831-3836.0.8 11

283 Gene discovery in DNA sequences. IEEE Intelligent Systems, 1999, 14, 44-48. 0.2 10

284 A phylogenetic generalized hidden Markov model for predicting alternatively spliced exons.
Algorithms for Molecular Biology, 2006, 1, 14. 0.3 10

285 Mind the gaps. Nature Methods, 2010, 7, 105-106. 9.0 10

286 Genome interpretation and assemblyâ€”recent progress and next steps. Nature Biotechnology, 2012, 30,
1081-1083. 9.4 10

287 DIAMUND : Direct Comparison of Genomes to Detect Mutations. Human Mutation, 2014, 35, 283-288. 1.1 9

288 Re-analysis of metagenomic sequences from acute flaccid myelitis patients reveals alternatives to
enterovirus D68 infection. F1000Research, 2015, 4, 180. 0.8 9



18

Steven L Salzberg

# Article IF Citations

289 Re-Assembly of the Genome of Francisella tularensis Subsp. holarctica OSU18. PLoS ONE, 2008, 3, e3427. 1.1 9

290 A Teaching Strategy for Memory-Based Control. , 1997, , 343-370. 9

291 Reminder to deposit DNA sequences. Nature, 2016, 533, 179-179. 13.7 8

292 Genomic characterization of chromosome translocations in patients with T/myeloid mixed-phenotype
acute leukemia. Leukemia and Lymphoma, 2018, 59, 1231-1238. 0.6 8

293 The Terabase Search Engine: a large-scale relational database of short-read sequences. Bioinformatics,
2019, 35, 665-670. 1.8 8

294 PhyloCSF++: a fast and user-friendly implementation of PhyloCSF with annotation tools.
Bioinformatics, 2022, 38, 1440-1442. 1.8 8

295 The Perils of Gene Patents. Clinical Pharmacology and Therapeutics, 2012, 91, 969-971. 2.3 7

296 A reference-quality, fully annotated genome from a Puerto Rican individual. Genetics, 2022, 220, . 1.2 7

297 Releasing the Kraken. Frontiers in Bioinformatics, 2021, 1, . 1.0 7

298 Unrestricted free access works and must continue. Nature, 2003, 422, 801-801. 13.7 6

299 A Method to Improve the Performance of Translation Start Site Detection and Its Application for Gene
Finding. Lecture Notes in Computer Science, 2002, , 210-219. 1.0 6

300 Re-analysis of metagenomic sequences from acute flaccid myelitis patients reveals alternatives to
enterovirus D68 infection. F1000Research, 2015, 4, 180. 0.8 6

301 Using GlimmerM to Find Genes in Eukaryotic Genomes. Current Protocols in Bioinformatics, 2003, 00,
Unit 4.4. 25.8 5

302 Shared data are key to beating threat from flu. Nature, 2006, 440, 605-605. 13.7 5

303 Whole Genome Sequencing Identifies CRISPLD2 as a Lung Function Gene in Children With Asthma.
Chest, 2019, 156, 1068-1079. 0.4 5

304 Decision trees and Markov chains for gene finding. New Comprehensive Biochemistry, 1998, , 187-203. 0.1 4

305 The novel fusion transcript NR5A2â€•KLHL29FT is generated by an insertion at the KLHL29 locus. Cancer,
2017, 123, 1507-1515. 2.0 4

306 An introduction to biological sequence analysis. New Comprehensive Biochemistry, 1998, 32, 29-42. 0.1 3



19

Steven L Salzberg

# Article IF Citations

307 Finding Repeats in Genome Sequences. , 0, , 197-233. 3

308 Nested hyper-rectangles for exemplar-based learning. Lecture Notes in Computer Science, 1989, ,
184-201. 1.0 3

309 The genome of the American groundhog, Marmota monax. F1000Research, 2020, 9, 1137. 0.8 3

310 Testing orthogonal shapes. Computational Geometry: Theory and Applications, 1995, 5, 33-49. 0.3 2

311 Learning nested concept classes with limited storage. Journal of Experimental and Theoretical
Artificial Intelligence, 1996, 8, 129-147. 1.8 2

312 Testing simple polygons. Computational Geometry: Theory and Applications, 1997, 8, 97-114. 0.3 2

313 A preliminary comparison of the mouse and human genomes. International Congress Series, 2002, 1246,
169-181. 0.2 2

314 It is time to end the patenting of software. Bioinformatics, 2006, 22, 1416-1417. 1.8 2

315 Sequestration: inadvertently killing biomedical research to score political points. Genome Biology,
2013, 14, 109. 13.9 2

316 Identification of microbial agents in tissue specimens of ocular and periocular sarcoidosis using a
metagenomics approach. F1000Research, 0, 10, 820. 0.8 2

317 Genes and genomes, an imperfect world: comparison of gene annotations of two Bos taurus draft
assemblies. Genome Biology, 2010, 11, P13. 13.9 1

318 NIH funding: It does support innovators. Nature, 2013, 493, 26-26. 13.7 1

319 Microbial Diagnostics for Cancer: A Step Forward but Not Prime Time Yet. Cancer Cell, 2020, 37,
625-627. 7.7 1

320
Rapidly fatal infection with Bacillus cereus/thuringiensis: genome assembly of the responsible
pathogen and consideration of possibly contributing toxins. Diagnostic Microbiology and Infectious
Disease, 2021, 101, 115534.

0.8 1

321 Genomics of Theileria Parva. World Class Parasites, 2002, , 85-92. 0.3 1

322 Gemina: A Web-Based Epidemiology and Genomic Metadata System Designed to Identify Infectious
Agents. , 2007, , 228-229. 1

323 Computational gene finding in plants. , 2002, , 39-48. 1

324 A tutorial introduction to computation for biologists. New Comprehensive Biochemistry, 1998, , 11-27. 0.1 0



20

Steven L Salzberg

# Article IF Citations

325 Bioinformatics Methods for Microbial Detection and Forensic Diagnostic Design. , 2005, , 313-353. 0

326 Foreword by Steven Salzberg. , 0, , xi-xii. 0

327 Open Access: The Sooner the Better. Science, 2009, 325, 266-266. 6.0 0

328 Association study in African-admixed populations across the Americas recapitulates asthma risk loci
in non-African populations. Journal of Allergy and Clinical Immunology, 2019, 143, AB296. 1.5 0

329 EFFORTS TO DEREGULATE RAINBOW PAPAYA IN JAPAN: MOLECULAR CHARACTERIZATION OF TRANSGENE AND
VECTOR INSERTS. Acta Horticulturae, 2010, , 235-240. 0.1 0

330 Using Protein Domains to Improve the Accuracy of Ab Initio Gene Finding. Lecture Notes in Computer
Science, 2007, , 208-215. 1.0 0

331 The genome polishing tool POLCA makes fast and accurate corrections in genome assemblies. , 2020, 16,
e1007981. 0

332 The genome polishing tool POLCA makes fast and accurate corrections in genome assemblies. , 2020, 16,
e1007981. 0

333 The genome polishing tool POLCA makes fast and accurate corrections in genome assemblies. , 2020, 16,
e1007981. 0

334 The genome polishing tool POLCA makes fast and accurate corrections in genome assemblies. , 2020, 16,
e1007981. 0


