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Table S1: TEM-116 and total ARG frequencies and relative abundances found across
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Table S2. BLAST output values for antibiotic resistance gene TEM-116 (accession no:
AY425988.1), metal resistance gene arsC (accession no: BAA24824.1) and plasmid replicon
ColRNAL.

Figure S1: a) Graphical representation of the contig alignment generated by
progressiveMauve (http://darlinglab.org/mauve/user-guide/progressivemauve.html). The
areas shaded in green indicate 100 % alignment and the areas shaded in red indicate
mismatches/gaps in the alignment. The corresponding labels for figure one in the manuscript
are as follows: 1018 — Contig 1, 1418 — Contig 2, 1818 — Contig 3 and 2018 — Contig 4.
b)The actual alignment of the contigs generated by ESPript 3.0 (Robert and Gouet, 2014).

Appendix 1: Qualimap Analysis Results



Table S1. TEM-116 and total ARG frequencies and relative abundances found across

samples
Sample Predicted blaTEM-  Total ARGs Relative Relative
genes* 116 abundance TEM-  abundance
116a ARGsb
S102018 653 463 7 121 0.057 1.85e-04
S142018 655 042 5} 159 0.031 2.42e-04
5182018 758 240 22 172 0.127 2.26e-04
S202018 749 007 9 135 0.067 1.80e-04

*Genes were predicted using Prodigal v2.6.3.
aRelative abundance is calculated as the total number of blaTEM-116 divided by the total number of ARGs per sample.
bRelative abundance is calculated as the total number of ARGs divided by the total number of genes predicted per sample.



Table S2. BLAST output values for antibiotic resistance gene TEM-116 (accession no: AY425988.1), metal resistance gene arsC (accession no:
BAA24824.1) and plasmid replicon ColRNAL.

Sample Query Subject % Identity ~ Alignment  Mismatches Query Subject % Query % Subject E-value

(contig) length length Length aligned aligned
(bp) (bp) (bp)

S$102018  Contig 1 blaTEM-116 100 861 0 3425 861 25 100 0
Contig 1 arsC 93.8 339 To 3425 339 9.8 86 5.12e-59
Contig 1 ColRNAI 90 131 11 3425 131 4 100 4.34e-35

S$142018  Contig 2 blaTEM-116 100 861 0 3374 861 25 100 0
Contig 2 arsC 93.8 339 7 3374 339 10 86 5.4e-59
Contig 2 ColRNAI 90 131 11 3374 131 3.83 100 4.27e-35

S$182018  Contig 3 blaTEM-116 100 861 0 3072 861 25 100 0
Contig 3 arsC 93.8 339 7 3072 339 11 86 5.27e-59
Contig 3 ColRNAI 90 131 11 3072 131 4.26 100 3.89e-35

S$202018  Contig 4 blaTEM-116 100 861 0 3425 861 25 100 0
Contig 4 arsC 93.8 339 7 3425 339 9.8 86 5.12e-59
Contig 4 ColRNAI 90 131 11 3425 131 3.82 100 4.34e-35

aMetal resistance genes were compared against a protein database, however the blast output for arsC was converted into nucleotides for the purpose of this table.
b Amino acids
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ACCTGCAGGCGGCCGCGAATTCACTAGTGATTACTTTCTCGCCGTCTTCCTTGGAGAATG

CATCGCGCGTTGGCGGAGTTTCCAGATAATGGATAATAGTCGGTTCTGTGICCGCTGTTGC
.................................................. CCGCTGTTGC
CATCGCGAGACGGCGGATTCTCCAGGTAATGAATGACGGTCGGCTCATTT|ICCGCTGTTGC

. . . . . .
GGATCATCTCCAGCGTATTACGCGAAATCGAATTCCCGCGGCCGCCATGGCGGCCGGGAG
GGATCATCTCCAGCGTATTACGCGAAATCGAATTCCCGCGGCCGCCATGGCGGCCGGGAG
GGATCATCTCCAGCGTATTACGCGAAATCGAATTCCCGCGGCCGCCATGGCGGCCGGGAG

CATGCGACGTCGGGCCCAATTCGCCCTATAGTGAGTCGTATTACAATTCACTGGCCGTCG
CATGCGACGTCGGGCCCAATTCGCCCTATAGTGAGTCGTATTACAATTCACTGGCCGTCG
CATGCGACGTCGGGCCCAATTCGCCCTATAGTGAGTCGTATTACAATTCACTGGCCGTCG

TTTTACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCAC
TTTTACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCAC
TTTTACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCAC

ATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAAC
ATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAAC
ATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAAC
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AGTTGCGCAGCCTGAATGGCGAATGGACGCGCCCTGTAGCGGCGCAT TALNelofe Clefefelefe]el
AGTTGCGCAGCCTGAATGGCGAATGGACGCGCCCTGTAGCGGCGCAT TALNelofe Clefefelefe]el
AGTTGCGCAGCCTGAATGGCGAATGGACGCGCCCTGTAGCGGCGCAT TALNelefe Clefefelefe]e
................................................. AGCGMGGCGGG

TGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTT,
TGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTT,
TGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTT,

TGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTT,

CGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCG
CGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCG
CGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCG

CGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCG

GGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGA]
GGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGA|
GGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGA|

GGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGA]

TTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGAC
TTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGAC
TTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGAC

TTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGAC

GTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCC
GTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCC
GTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCC

GTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCC

TATCTCGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAA
TATCTCGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAA
TATCTCGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAA
TATCTCGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAA)

AAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGCTTACAAT
AAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGCTTACAAT
AAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGCTTACAAT
AAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGCTTACAAT

TTCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATCAGGTGG]
TTCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATCAGGTGG
TTCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATCAGGTGG
TTCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATCAGGTGG

CACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAA]
CACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAA)
CACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAA]
CACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAA]
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TATGTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAA
TATGTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAA
TATGTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAA

TATGTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAA

GAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCT
GAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCT
GAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCT

GAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCT

TCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGG]
TCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGG
TCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGG

TCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGG

TGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCG
TGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCG]
TGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCG

TGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCG

CCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATT
CCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATT
CCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATT,

CCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATT

ATCCCGTATTGACGCCGGGCAAGAGCAACTCGGTCGCCGCATACACTATTCTCAGAATGA]
ATCCCGTATTGACGCCGGGCAAGAGCAACTCGGTCGCCGCATACACTATTCTCAGAATGA]
ATCCCGTATTGACGCCGGGCAAGAGCAACTCGGTCGCCGCATACACTATTCTCAGAATGA]

ATCCCGTATTGACGCCGGGCAAGAGCAACTCGGTCGCCGCATACACTATTCTCAGAATGA]

CTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGA]
CTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGA]
CTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGA]
CTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGA]

ATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAAC
ATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAAC
ATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAAC
ATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAAC

GATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCG
GATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCG
GATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCG
GATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCG

CCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAAACGACGAGCGTGACACCAC
CCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAAACGACGAGCGTGACACCAC
CCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAAACGACGAGCGTGACACCAC
CCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAAACGACGAGCGTGACACCAC
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GATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCT
GATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCT
GATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCT

GATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCT

AGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCT
AGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCT
AGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCT

AGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCT

GCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGG
GCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGG
GCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGG

GCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGG

GTCTCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTAT
GTCTCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTAT,
GTCTCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTAT

GTCTCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTAT

CTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGG
CTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGG
CTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGG

CTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGG

TGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGAT,
TGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGAT,
TGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGAT,

TGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGAT

TGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCT,
TGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCT,
TGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCT,
TGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCT)

CATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAA]
CATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAA]
CATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAA]
CATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAA]

GATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAA)
GATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAA]
GATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAA]
GATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAA]

AAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCC
AAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCC
AAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCC
AAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCC




Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_ 1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_ 1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_ 1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_ 1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

2401
2051
2374
1752

2461
2111
2434
1812

2521
2171
2494
1872

2581
2231
2554
1932

2641
2291
2614
1992

2701
2351
2674
2052

2761
2411
2734
2112

2821
2471
2794
2172

2881
2531
2854
2232

2941
2591
2914
2292

GAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTA]
GAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTA]
GAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTA]

GAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTA]

GTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCT
GTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCT
GTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCT

GTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCT

GTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACG
GTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACG
GTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACG

GTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACG

ATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAG
ATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAG
ATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAG]

ATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAG]

CTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGC
CTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGC
CTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGC

CTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGC

CACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGG
CACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGG
CACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGG

CACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGG

AGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTT
AGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTT
AGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTT
AGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTT

TCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATG
TCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATG
TCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATG
TCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATG

GAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCA]
GAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCA|
GAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCA]
GAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCA|

CATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTG
CATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTG
CATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTG
CATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTG




Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_ 1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_ 1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_ 1018
Namib_1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_ 1818
Namib_2018
Namibl418Contig

Namib_1018
Namib_1818
Namib_2018
Namibl418Contig

3001
2651
2974
2352

3061
2711
3034
2412

3121
2771
3094
2472
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2592

3301
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2652
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3011
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3421
3071
3394
2772

2832

2892

AGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGC
AGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGC
AGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGC

AGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGC

GGAAGAGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAATGCAG
GGAAGAGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAATGCAG
GGAAGAGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAATGCAG

GGAAGAGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAATGCAG

CTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAG
CTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAG
CTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAG

CTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAG

TTAGCTCACTCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTG
TTAGCTCACTCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTG]
TTAGCTCACTCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTG

TTAGCTCACTCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTG

TGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCTATGACCATGATTACGCCAA
TGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCTATGACCATGATTACGCCAA
TGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCTATGACCATGATTACGCCAA]

TGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCTATGACCATGATTACGCCAA

GCTATTTAGGTGACACTATAGAATACTCAAGCTATGCATCCAACGCGTTGGGAGCTCTCC
GCTATTTAGGTGACACTATAGAATACTCAAGCTATGCATCCAACGCGTTGGGAGCTCTCC
GCTATTTAGGTGACACTATAGAATACTCAAGCTATGCATCCAACGCGTTGGGAGCTCTCC

GCTATTTAGGTGACACTATAGAATACTCAAGCTATGCATCCAACGCGTTGGGAGCTCTCC|

CATATGGTCGACCTGCAGGCGGCCGCGAATTCACTAGTGATTACTTTCTCGCCGTCTTCC
CATATGGTCGACCTGCAGGCGGCCGCGAATTCACTAGTGATTACTTTCTCGCCGTCTTCC

CATATGGTCGACCTGCAGGCGGCCGCGAATTCACTAGTGATTACTTTCTCGCCGTCTTCC
CATATGGTCGACCTGCAGGCGGCCGCGAATTCACTAGTGATTACTTTCTCGCCGTCTTCC

T T

P RYCGICGAAAGCCGCTTTCTGCGCATCCGGAAGGATATCCAGAACCACTTCTGAAGGACGG

CACAGTTTGGTTCCCAGCGGCGTCACGACAATAGGCCGGTTAATCAGGATCGGATGCTGC

AGCATAAAGTCGATTAACCGATCGTCAGTAAACTTATCTTCCGCCAGCCCCAGTTCTTCA

10
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TAAGGCTCGACATTTTTACGCAGCAGTGCCCGTACCGTGATCCCCATATCTGCAATGAGT

TTGACCAGTTCATCGCGCGTTGGCGGATTCTCCAGGTAATGAATGACGGTCGGCTCATTT

CCGCTGTTGCGGATCATCTCCAGCGTATTACGCGAAATCGAATTCCCGCGGCCGCCATGG

CGGCCGGGAGCATGCGACGTCGGGCCCAATTCGCCCTATAGTGAGTCGTATTACAATTCA

CTGGCCGTCGTTTTACAACGTCGTCACTGGGAAAACCCTGGCGTTACCCAACTTAATCGC

CTTGCAGCACATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGC

CCTTCCCAACAGTTGCGCAGCCTGAATGGCGAATGGACGCGCCCTGGAGCGGGCGCTAGG

GCG

Figure S1. b)The actual alignment of the contigs generated by ESPript 3.0 (Robert and
Gouet, 2014).
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Qualimap Analysis Results

BAM QC analysis
Generated by Qualimap v.2.2.1
2019/11/12 13:57:11
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1. Input data & parameters
1.1. QualiMap command line

o

PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN

102018.sorted.bam -nw 400 -hm 3

qualimap bamqc -bam /Users/rian/yash/reviewer_comments/aln/Sample-

1.2. Alignment

Command line:

"lapps/bowtie2-2.3.4.1/bowtie2-align-
S --wrapper basic-0 -x
tem_cov/ref/TEM --passthrough -1
Sample102018/Sample-

102018 1.fastq -2
Sample102018/Sample-

102018 2.fastq"

Draw chromosome limits: no

Analyze overlapping paired-end no

reads:

Program: bowtie2 (2.3.4.1)

Analysis date:

Tue Nov 12 13:55:12 SAST 2019

Size of a homopolymer: 3
Skip duplicate alignments: no
Number of windows: 400

BAM file:

/Users/rian/yash/reviewer_comments/
aln/Sample-102018.sorted.bam
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PRINCIPE FELIPE
CENTRD DE INVESTIGACION

2. Summary

2.1. Globals
Reference size 866
Number of reads 53
Mapped reads 53/100%
Unmapped reads 0/0%
Mapped paired reads 53/100%
Mapped reads, first in pair 251 47,17%
Mapped reads, second in pair 28152,83%
Mapped reads, both in pair 50/94,34%
Mapped reads, singletons 3/5,66%
Read min/max/mean length 53/251 /164,72
Duplicated reads (estimated) 20/ 37,74%
Duplication rate 48,48%
Clipped reads 0/0%

2.2. ACGT Content

Number/percentage of A's 2 245 ] 25,86%
Number/percentage of C's 2113/ 24,34%
Number/percentage of T's 2081 /23,97%
Number/percentage of G's 2 2431 25,84%
Number/percentage of N's 0/0%

GC Percentage 50,17%




2.3. Coverage
Mean 10,0277
Standard Deviation 4,5232
2.4. Mapping Quality
Mean Mapping Quality 39,24
2.5. Insert size
Mean 327
Standard Deviation 47,67
P25/Median/P75 271/ 334 /334
2.6. Mismatches and indels
General error rate 0,9%
Mismatches 30
Insertions 10
Mapped reads with at least one 11,32%
insertion
Deletions 2
Mapped reads with at least one 3,77%
deletion
Homopolymer indels 25%
2.7. Chromosome stats
Name Length Mapped Mean Standard
bases coverage deviation
I || | | || |
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PRINCIPE PELIPE

o

CENTRO DE INVESTIGACION

AY425988.1

866

8684

10,0277

4,5232
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PRINCIPE FELIPE

CENTRO DE INVESTIGACION

3. Results : Coverage across reference

Coverage across reference
Sample-102018.sorted.bam

Coverage (X}

: b b |

50 I‘f—"‘

e e

Position (bp)

‘7cherage — GC content(%) - - mean GC con(enl|
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4. Results : Coverage Histogram

Coverage Histogram
Sample-102018.sorted.bam

o

PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN

Number of genomic locations

Coverage (X)
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PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN

5. Results : Coverage Histogram (0-50X)

Coverage Histogram (0-50X)
Sample-102018.sorted.bam

Number of genomic locations

o 1 2 3 4 5 & 7 B 8% 10 11 12 13 14 15 16 17 18 1% 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 I7 I8 3% 4D 41 42 43 44 45 46 47 4B 4% 50
Coverage (X)
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PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN

6. Results : Genome Fraction Coverage

Genome Fraction Coverage
Sample-102018.sorted.bam

M Coverage

Fraction of reference (%)

1 2 3 4 5§ 6 7 B 5 18 11 12 13 14 15 16 17 1B 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47 48 4% 50 51
Coverage (%)
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PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN

7. Results : Duplication Rate Histogram

Duplication Rate Histogram
Sample-102018.sorted.bam
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8. Results : Mapped Reads Nucleotide Content

aaaaaaaaaaaaaaaaaaaaaaa

1l
A .»‘,” "‘4"“

"j'.w "(H" ,l,“ W‘ﬂ"\’ "”W" "','l")"“’l" H.

Ly
1‘1?

!’h

~=_5..;=
3
5
b
2

22



Bioinformatics Genomics

o

PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN

9. Results : Mapped Reads GC-content Distribution

Fraction of reads
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10. Results : Homopolymer Indels

Number of indels
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20
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Homopolymer Indels

Sample-102018.sorted.bam

o

PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN
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PRINCIPE PELIPE
CENTRD DE INVESTIGHCKIN

11. Results : Mapping Quality Across Reference

Mapping Quality Across Reference
Sample-102018.sorted.bam

W mapping guality

Mapping guality

25 50 75 100 125 150 175 200 225 250 275 300 325 350 375 400 425 450 475 500 525 550 575 600 625 650 675 700 725 750 775 80O 825 850
Position (bp)
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PRINCIPE FELIPE

CENTRO DE INVESTIGACION

12. Results : Mapping Quality Histogram

Mapping Quality Histogram
Sample-102018.sorted.bam

P
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13. Results : Insert Size Across Reference

Insert size (bp)
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14. Results : Insert Size Histogram

Insert Size Histogram
Sample-102018.sorted.bam

Number of reads
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