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Supplementary material to “Approaches for in silico finishing of microbial genome sequences”

Table S1 - Examples of sequenced microbial genomes for which the tools discussed in the present review were used.

Organism Tool Tool Category Sequencing Platform Reference

Tannerella forsythia MUMmer Reference-based scaffolding Illumina (Stafford et al., 2016)
Herpesvirus ABACAS Reference-based scaffolfing Illumina and Sanger (Tweedy et al., 2015)
Fusarium avenaceum ABACAS Reference-based scaffolfing 454 (Lysge et al., 2014)
Brucella abortus ABACAS Reference-based scaffolfing Illumina (Ledwaba et al., 2014)
Corynebacterium ulcerans CONTIGuator Reference-based scaffolfing lon Torrent (Benevides et al., 2015)
Bacillus pumilus CONTIGuator Reference-based scaffolfing Illumina (de Jong et al., 2015)
Sacharomyces cerevisiae CONTIGuator Reference-based scaffolfing Illumina (Batista et al., 2014)
Pseudomonas fluorescens Mauve Reference-based scaffolfing Illumina (Lo et al., 2015)
Escherichia coli Mauve Reference-based scaffolfing Ilumina (Galia et al., 2015)
Pseudomonas simiae Mauve Reference-based scaffolfing Illumina (Adam et al., 2015)
Bacillus thuringiensis SIS Reference-based scaffolfing SOLID and Illumina (Varani et al., 2013)
Microcystis aeruginosa SIS Reference-based scaffolfing SOLID, lon Torrent and Illumina (Fiore et al., 2013)
Pseudomonas sp. MeDuSa Reference-based scaffolfing Illumina (Presta et al., 2016)
Burkholderia cepacia MeDuSa Reference-based scaffolfing Illumina (Miller et al., 2015)
Actinoplanes sp. Ragout Reference-based scaffolfing Ilumina (Centeno-Leija et al., 2016)
Neisseria meningitidis Minimus Assembly integration Illumina and 454 (Neri et al., 2014)
Cellulosimicrobium sp. MM Minimus Assembly integration Illumina and 454 (Sharma et al., 2014)
Roseibacterium elongatum Minimus Assembly integration Illumina, 454 and Sanger (Riedel et al., 2014)
Rhizobium etli MAIA Assembly integration Illumina (Fauvart et al., 2011)
Rhizobium sp. UR51a CISA Assembly integration Ilumina (de Souza et al., 2015)
Mycoplasma hyosynoviae CISA Assembly integration Ilumina (Bumgardner et al., 2015)
Xylella fastidiosa CISA Assembly integration Illumina (Giampetruzzi et al., 2015)
Bacillus niacin Mix Assembly integration Illumina (Harvey and Snider, 2014)
Piscirickettsia salmonis Mix Assembly integration 454, lllumina and lon Torrent (Yafez et al., 2014)
Cupriavidus sp. Mix Assembly integration Illumina (Vilo etal., 2014)
Coxiella burnetii GAM-NGS Assembly integration Illumina (Walter et al., 2014)
Saccharomyces cerevisiae Zorro Assembly integration Illumina and 454 (Argueso et al., 2009)
Vibrio campbellii GapkFiller Gap-closing Ilumina (Gan et al., 2015)
Clostridium beijerinckii GapFiller Gap-closing Ilumina (Little et al., 2015)

Equid Herpesviruses GapkFiller Gap-closing Ilumina (Wilkie et al., 2015)
Plasmodium reichenowi IMAGE Gap-closing Illumina (Otto et al., 2014)
Plasmodium gaboni IMAGE Gap-closing Ilumina (Otto et al., 2014)



Organism Tool Tool Category Sequencing Platform Reference

Xanthomonas fagrariae IMAGE Gap-closing Ilumina (Vandroemme et al., 2013)
Bacillus thuringiensis IMAGE Gap-closing Illumina and 454 (latsenko et al., 2014)
Weissella ceti FGAP Gap-closing lon Torrent (Figueiredo et al., 2014)
Lactococcus lactis FGAP Gap-closing lon Torrent (Oliveira et al., 2014)
Ranavirus iCORN Assembly correction Illumina (van Beurden et al., 2014)
Babesia divergens iCORN Assembly correction Illumina, 454 and PacBio SMRT (Cuesta et al., 2014)
Burkholderia pseudomallei iCORN Assembly correction Illumina (Sahl et al., 2013)
Klebsiella pneumonia iCORN Assembly correction Illumina and 454 (Fookes et al., 2013)
Ornithobacterium rhinotracheale SEQuel Assembly correction Illumina and 454 (Zehr et al., 2014)
Lichtheimia ramose SEQuel Assembly correction Illumina and 454 (Linde et al., 2014)
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