Supplementary Figure S3: Sequence analysis for GC stretches *

1. Pseudomonas aeruginosa (accession number CP081477.2)

>Ps_ubiB_102bp_fragment (%GC=62)

[AGGITCGCCCAACTGCATATCGACTCCGGCTIGGGITACCGGCGGAAAICCAAGGTCAACGACTTOGAGGCGGCGATCC
GCACCGTCTGCGAACCGATCTTCGAGA

>Ps_rpoS_198bp_fragment (59% GC)

CTCCCCCAACTCC AAAAGICCACCACTTCCTTCTCTTCCAAAICAACACAAG CACATCGACTACACGCGCGCG
CGCAACGCAGCTGTATCTCAACGAAA CGGTTTCTCGCCCCTGTTGACGCCCGAAGAGGAAGITCCACTTCGCTC

GTCTGGCGCA GAAGGGCGATCCCGCTGGTCGGAAGCGGAI GATCG

2. Staphylococcus aureus (accession number CP158284.1)

nuc fragments

>set1:nucSA-F-nucSA-R(180 bp)%GC=34%

[AAAIJAAAGICATCCTIAAAAAAGGITGTIAGAGAAATTATGGTCCTIGAAGIJAAGITGCATTTACGAAAAAAATGGTIAGAA

[AATGCAAAGAAAAITTIGAAGITCIGAGITTTGACAAAGGITGAAAGAAICTGATAAATATIGGAICGTGGCTTAGCGTATATT
TATGCTGATIGGAAAAATGGTAAAICGAAGICTT

>set2:nucSA-F-nucSA-R2(505 bp)%GC=30%

[AAAIJAAAGICATCCTIAAAAAAGGITGTIAGAGAAATTATGGTCCTIGAAGIJAAGITGCATTTACIGAAAAAAATGGTIAGAA

[AATGCAAAGAAAATTIGAAGITCIGAGITTTGACAAAGGITGAAAGAAICTGATAAATATIGGAICGTGGCTTAGCGTATATT
TATGCTGATIGGAAAAATGGTAAAIJGAAGICTTTAGTTCGTCAAGGICTTGGCTIAAAGTTGCTTATGTTTATIAAAICCTA
ACAATACACATIGAAICAACTTTTIAAGAAAAAGITIGAAGCACAAGIJAAAAAAAGAGAAATTIAAATATTTIGGAGCGAAG
[ACAACGCTGATTAGGTCAATAATGCTCATTGTAAAAGTGTCACTGCTGCTAGTGGCACTTTTATAATTTT CA

CGATATGATTTATTATCAATTCAGAATTIAAAAAAGITIAAATAGTATCAAAAGITIAAGTGTATTTAATATTIAGAAAANTIAA
AAAITTTTIAAATTTAGTATTIAAAATIGGAATGTTACTATATAGTTCAATGTG

> femB_231bp_fragment (%GC=32)

JGAATCGTGGTCCAGTAATIGGATTTTTAGATTTAGGATTAGTTGATTATTATTTAAAAGAGITTAGATIAAATATTTA

CAGCAACATCAATGTTTATATG CCGTATTGGTTATATCATCTATATGATAAAGATATCGTGCCATTT
[GAAGGITCGGAGAAAAATGATGCCTTAGTAAACTTGTT CACATGGTTACGAGCATCATGGCTTTACAACTG

3. Bacillus sp
gyrB fragments

>set1:gyrBSF_F2-gyrBSF_R4(870 bp)%GC=43 (accession number AY167878.1)

CATTATCAGCAGTTCAAAICGCGGCGTTCCAGTIGGGAGATTTAGAGGITTATTGGTIGAAACTGATGTAACCGGGAICA
ACCACTCACTTTGTGCCAGATCCAGAAATTTTCACIGGAAAICCATTIGAATTTGATTACGATACACTTGCTAACCGTGTT
AGCTTI'C'I'I'AAC|AAAAGGITGTIAAA|CATCATCAT|AGAAGA|CTTGCGTIGAAGG|C|AAAGAG|C|GGAGAAA|T
ACTGCTACIGAAGGICGGTATTAAGAGICTATGTAGAAICATTTAAACCGCTCAAAAGAAGTCGTTCATIGAAGAA
CCTGTGTACATCGAAGGITGAGAAAGAIQGGAATCACCGTTGAAGITAGCATTACAATATAACGATTCCTATACAAG|CA
ATATCTATTCCTTCGCTAACAATATCAACACGTATIGAAGGICGGAAICACACIGAAGICTGGTTTTAAAAICCGGTCTAACG




CGTGTCATCAATGACTATGCTCGTIAAAAAITGGCGTATTAAAAGATIGGGGATGAGAATTTAAGTGGTIGAAGATTGTG

CGAGAAGGICTTAACAGCCATTATCTCCATCAAAICATCCAGAICCCTCAATTCIGAAGGAICAAAICGAAGACAAAGICTT

IGGGAAICTCAGAAGICGAGAAICCATCACAGAICTCCCTTTTCTCTIGAAGICACTTIGAGAAAITTCTTGCTTIGAAAATCCTG
ATTCTGOGAAAAAAATTGTIGGAAAAAGGAICTGATGGCAGCTCGTGCAAGAATGGCTGCCAAAAAGGICTCGTIGAGIC
TGACAAGAICGTIAAAAGTGCACTIGGAAGTCTCCAGCTTACCTIGGGAAACTGGOGGAICTGTTCTTCTAAAGAITCCTTC
CATCTCTIGAAICTCTATATTGTAGAGGGAGATTCTGCG

>set2:gyrBSF_F1-gyrBSF_R2(220 bp)%GC=43 (accession number CP152027.1)

TGCATTATCTACTACCTTAGACGTGACCGTATACCGTGAC/GGAAAAATTCATTATCAGCAGTTAAAAICGCGGTGTTC

CAGTIGGGAGATTTAGAGGTTATTGGTIGAAAICAGATGTAACGGGGAICAACAACCCACTTTGTGCCAGATCAAGAAA]

TTTTCACGGAAACCATTIGAATTTGATTACGATACACTTGCTAACCGTGTTCG TAGCTTTCTTA

* are highlighted by box borders. A purine stretch is defined as a string of at least 3 purines
(A, G) framed on both sides by at least one pyrimidine (C, T).



