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image1.emf
Treatment Dose beta exp(beta) z p significance

0.01 -0.76353 0.46602 -1.809 0.0704 n.s

0.05 -0.8644 0.4213 -1.973 0.0485 *

0.1 -0.02274 0.97752 -0.062 0.9504 n.s

0.01 -0.9013 0.406 -2.057 0.0397 *

0.05 -0.2747 0.7598 -0.725 0.4687 n.s

0.1 -0.1981 0.8203 -0.542 0.5879 n.s

0.01 -0.611 0.5428 -1.496 0.135 n.s

0.05 -0.3252 0.7224 -0.839 0.401 n.s

0.1 -0.4291 0.6511 -1.107 0.268 n.s

Treatment Dose beta exp(beta) z p significance

0.01 -0.7237 0.485 -2.027 0.0426 *

0.05 -0.2535 0.776 -0.78 0.4354 n.s

0.1 -0.1675 0.8457 -0.523 0.6011 n.s

0.01

-0.8574

0.4243 -2.341 0.0192 *

0.05 -0.4582 0.6324 -1.387 0.1654 n.s

0.1 0.3141 1.369 1.044 0.2964 n.s

0.01 0.0318 1.0323 0.103 0.918 n.s

0.05 -0.191 0.8261 -0.596 0.551 n.s

0.1 -0.4414 0.6432 -1.29 0.197 n.s

Treatment Dose beta exp(beta) z p significance

0.01 0.06872 1.07113 0.264 0.792 n.s

0.05 -0.16598 0.84706 -0.631 0.528 n.s

0.1 -0.38473 0.68063 -1.452 0.146 n.s

0.01

0.03691

1.0376 0.142 0.887 n.s

0.05 0.20581 1.22853 0.791 0.429 n.s

0.1 -0.23172 0.79317 -0.885 0.376 n.s

0.01 -0.03317 0.96737 -0.127 0.899 n.s

0.05 -0.29763 0.74257 -1.14 0.254 n.s

0.1 -0.0339 0.96667 -0.13 0.896 n.s

Treatment Dose p significance

0.01 1 n.s

0.05 0.92 n.s

0.1 0.92 n.s

0.01 0.952 n.s

0.05 0.952 n.s

0.1 0.031

*

0.01 1 n.s

0.05 1 n.s

0.1 1 n.s
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3A06 3G07 s3b09 ciprofloxacin

Acinetobacter baumannii 0.003 0.002 0.002 0.7

Klebsiella pneumoniae 0.02 0.02

Pseudomonas aeruginosa 0.01 0.002 0.003 0.05

Staphylococcus aureus 0.02 0.01 0.01 9
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A C

Pathogen Treatment df t p Pathogen Treatment df t p

3A06 10 -0.38 0.7141   3G07 10 0.68 0.5122  

3G07 10 0.19 0.8554   ciprofloxacin 10 20.80 0.0000 ***

s3b09 10 -0.33 0.7517  

3A06 & 3G07 10 -0.21 0.8341  

3A06 & s3b09 10 -0.60 0.5614   Df Sum Sq Mean Sq F value Pr(>F)

3G07 & s3b09 10 0.21 0.8345   Treatment 1 0.16 0.16 14.33 0.0013 **

Triple combo 10 0.92 0.3811   Population 1 0.05 0.05 4.18 0.0550  

ciprofloxacin 6 2.65 0.0377 * Residuals 19 0.22 0.01

Df Sum Sq Mean Sq F value Pr(>F)

Treatment 4 0.02 0.01 3.26 0.0173 *

D

Population 1 0.002 0.002 1.33 0.2538   Pathogen Treatment df t p

Treatment:Population 3 0.01 0.002 1.27 0.2921   3A06 10 0.40 0.6990  

Residuals 61 0.11 0.002 3G07 10 1.31 0.2202  

s3b09 10 1.02 0.3300  

3A06 & 3G07 10 0.72 0.4903  

3A06 & s3b09 10 1.36 0.2025  

Df Sum Sq Mean Sq F value Pr(>F) 3G07 & s3b09 10 0.00 0.9961  

Treatment 4 0.02 0.01 3.26 0.0173 * Triple combo 10 1.05 0.3197  

Population 4 0.01 0.002 1.29 0.2856   ciprofloxacin 10 5.28 0.0004 ***

Residuals 61 0.11 0.002

diff lwr upr p adj Df Sum Sq Mean Sq F value Pr(>F)

3G07 3A06 -0.04 -0.09 -0.002 0.0365 * Treatment 4 0.44 0.11 11.81 0.0000 ***

3G07 & s3b09 3A06 -0.03 -0.07 0.02 0.4446   Population 1 0.003 0.003 0.30 0.5844  

control 3A06 -0.04 -0.09 0.02 0.3595   Treatment:Population 3 0.21 0.07 7.44 0.0003 ***

s3b09 3A06 0.00 -0.04 0.04 1.0000   Residuals 61 0.57 0.01

3G07 & s3b09 3G07 0.02 -0.02 0.06 0.7306  

control 3G07 0.01 -0.05 0.06 0.9976   diff lwr upr p adj

s3b09 3G07 0.04 0.0001 0.08 0.0493 * 3A06:2 control -0.01 -0.19 0.18 1.0000  

control 3G07 & s3b09 -0.01 -0.07 0.04 0.9761   3G07:2 control 0.12 -0.07 0.30 0.6177  

s3b09 3G07 & s3b09 0.02 -0.02 0.07 0.5176   s3b09:2 control 0.21 0.03 0.40 0.0096 **

s3b09 control 0.04 -0.02 0.09 0.4089   Triple combo:2 control 0.10 -0.09 0.28 0.8475  

1 2 -0.01 -0.03 0.01 0.2760   3A06:1 control 0.14 -0.05 0.32 0.3518  

3G07:1 control 0.19 0.002 0.37 0.0449 *

B

s3b09:1 control 0.21 0.03 0.40 0.0092 **

Triple combo:1 control -0.06 -0.25 0.12 0.9954  

Pathogen Treatment df t p 3G07:2 3A06:2 0.13 -0.04 0.30 0.3808  

3A06 5 0.165 0.8749   s3b09:2 3A06:2 0.22 0.05 0.39 0.0019 **

3G07 10 0.825 0.4288   Triple combo:2 3A06:2 0.11 -0.06 0.28 0.6559  

s3b09 5 0.873 0.4206   3A06:1 3A06:2 0.15 -0.02 0.32 0.1670  

3A06 & 3G07 5 -0.011 0.9914   3G07:1 3A06:2 0.19 0.02 0.37 0.0120 *

3A06 & s3b09 5 -0.339 0.7482   s3b09:1 3A06:2 0.22 0.05 0.39 0.0018 **

3G07 & s3b09 5 0.082 0.9377   Triple combo:1 3A06:2 -0.06 -0.23 0.11 0.9974  

Triple combo 5 -0.147 0.8887   s3b09:2 3G07:2 0.10 -0.08 0.27 0.8015  

ciprofloxacin 10 2.536 0.0296 * Triple combo:2 3G07:2 -0.02 -0.19 0.15 1.0000  

3A06:1 3G07:2 0.02 -0.15 0.19 1.0000

 

3G07:1 3G07:2 0.07 -0.10 0.24 0.9831  

Df Sum Sq Mean Sq F value Pr(>F) s3b09:1 3G07:2 0.10 -0.07 0.27 0.7928  

Treatment 4 0.37 0.09 7.07 0.0001 *** Triple combo:1 3G07:2 -0.18 -0.35 -0.01 0.0256 *

Population 1 0.10 0.10 7.69 0.0074 ** Triple combo:2 s3b09:2 -0.12 -0.29 0.06 0.5353  

Treatment:Population 3 0.10 0.03 2.67 0.0555   3A06:1 s3b09:2 -0.08 -0.25 0.10 0.9623  

Residuals 61 0.80 0.01 3G07:1 s3b09:2 -0.03 -0.20 0.14 1.0000  

s3b09:1 s3b09:2 0.001 -0.17 0.17 1.0000  

Triple combo:1 s3b09:2 -0.28 -0.45 -0.11 0.0000 ***

Df Sum Sq Mean Sq F value Pr(>F) 3A06:1 Triple combo:2 0.04 -0.13 0.21 0.9999  

Treatment 4 0.37 0.09 6.56 0.0002 *** 3G07:1 Triple combo:2 0.09 -0.08 0.26 0.8826  

Population 1 0.10 0.10 7.13 0.0096 ** s3b09:1 Triple combo:2 0.12 -0.05 0.29 0.5247  

Residuals 64 0.90 0.01 Triple combo:1 Triple combo:2 -0.16 -0.33 0.01 0.0768  

3G07:1 3A06:1 0.05 -0.12 0.22 0.9996  

diff lwr upr p adj s3b09:1 3A06:1 0.08 -0.10 0.25 0.9592  

3A06 & 3G07 3A06 0.19 0.07 0.31 0.0002 *** Triple combo:1 3A06:1 -0.20 -0.37 -0.03 0.0070 **

3G07 3A06 0.11 -0.01 0.23 0.0808   s3b09:1 3G07:1 0.03 -0.14 0.20 1.0000  

control 3A06 -0.01 -0.17 0.15 1.0000   Triple combo:1 3G07:1 -0.25 -0.42 -0.08 0.0002 ***

s3b09 3A06 0.06 -0.06 0.18 0.6103   Triple combo:1 s3b09:1 -0.28 -0.45 -0.11 0.0000 ***

3G07 3A06 & 3G07 -0.08 -0.20 0.03 0.2875  

control 3A06 & 3G07 -0.20 -0.36 -0.04 0.0074 **

s3b09 3A06 & 3G07 -0.13 -0.25 -0.01 0.0198 *

control 3G07 -0.12 -0.28 0.04 0.2604  

s3b09 3G07 -0.05 -0.17 0.07 0.7641  

s3b09 control 0.07 -0.09 0.23 0.7695  

1 2 0.07 0.02 0.13 0.0127 *
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Pathogen Treatment Population_Clone Position Gene or locus-tag Function General function Mutation Ref. Variant

A. baumannii 3A06 1_8 6102 CAHBGAOC_03804 hypothetical protein Unknown deletion 543-bp

A. baumannii s3b09 2_7 71505 hppD/CAHBGAOC_00067 4-hydroxyphenylpyruvate dioxygenase/IclR helix-turn-helix domain protein Intergenic snp intergenic G A

A. baumannii s3b09 2_8 71505 hppD/CAHBGAOC_00067 4-hydroxyphenylpyruvate dioxygenase/IclR helix-turn-helix domain protein Intergenic snp intergenic G A

A. baumannii s3b09 2_7 75467 fahA/aroP_1 fumarylacetoacetase/Aromatic amino acid transport protein AroP Intergenic small indel A

A. baumannii s3b09 2_8 75467 fahA/aroP_1 fumarylacetoacetase/Aromatic amino acid transport protein AroP Intergenic small indel A

A. baumannii Combo 2_1 1041224 CAHBGAOC_00961/dat hypothetical protein/Diaminobutyrate-2-oxoglutarate aminotransferase Intergenic snp intergenic G A

A. baumannii Combo 6_8 1620923 ptsP (CAHBGAOC_01528) phosphoenolpyruvate-protein phosphotransferase Transport snp nonsynonymous T G

A. baumannii Combo 6_1 1620923 ptsP (CAHBGAOC_01528) phosphoenolpyruvate-protein phosphotransferase Transport snp nonsynonymous T G

A. baumannii 3G07 3_8 1622976 ptsP (CAHBGAOC_01528) phosphoenolpyruvate-protein phosphotransferase Transport snp nonsense T A

A. baumannii 3G07 3_4 1622976 ptsP (CAHBGAOC_01528) phosphoenolpyruvate-protein phosphotransferase Transport snp nonsense T A

A. baumannii s3b09 2_7 3289238 gigA (CAHBGAOC_03133) Stage II sporulation protein E / RsbU family protein phosphatase GigA Regulation snp nonsense C T

A. baumannii s3b09 2_8 3289238 gigA (CAHBGAOC_03133) Stage II sporulation protein E / RsbU family protein phosphatase GigA Regulation snp nonsense C T

K. pneumoniae 3G07 5_7 1 JLEILMAA_05197-dinJ 41810-bp deletion Plasmid loss large deletion 41810-bp

S. aureus 3A06 4_5 33633 [B7H15_00140]-B7H15_00420 54659-bp deletion Large deletion large deletion 54659-bp

S. aureus 3G07 6_6 374240 lip2 (B7H15_01765) lipase Lip2 Metabolism snp nonsynonymous C A

S. aureus 3G07 6_1 374240 lip2 (B7H15_01765) lipase Lip2 Metabolism snp nonsynonymous C A

S. aureus Combo 5_7 504521 treP (B7H15_02485) PTS trehalose transporter subunit IIBC Metabolism snp synonymous C A

S. aureus s3b09 4_4 673229 B7H15_03355/adhP (B7H15_03360) YwhD family protein/zinc-dependent alcohol dehydrogenase Intergenic snp intergenic C T

S. aureus 3G07 6_6 761269 mgrA (B7H15_03835) transcriptional regulator MgrA Regulation snp nonsense C A

S. aureus 3G07 6_1 761269 mgrA (B7H15_03835) transcriptional regulator MgrA Regulation snp nonsense C A

S. aureus Combo 5_2 761403 mgrA (B7H15_03835) transcriptional regulator MgrA Regulation snp nonsynonymous C A

S. aureus 3G07 3_7 761404 mgrA (B7H15_03835) transcriptional regulator MgrA Regulation snp nonsynonymous G T

S. aureus 3G07 3_3 761404 mgrA (B7H15_03835) transcriptional regulator MgrA Regulation snp nonsynonymous G T

S. aureus Combo 2_3 761404 mgrA (B7H15_03835) transcriptional regulator MgrA Regulation snp nonsynonymous G A

S. aureus Combo 2_6 761404 mgrA (B7H15_03835) transcriptional regulator MgrA Regulation snp nonsynonymous G A

S. aureus 3A06 4_3 896741 B7H15_04585-B7H15_04685 13956-bp deletion Large deletion large deletion 13956-bp

S. aureus 3A06 4_5 896741 B7H15_04585-B7H15_04685 13956-bp deletion Large deletion large deletion 13956-bp

S. aureus 3A06 5_7 896741 B7H15_04585-B7H15_04685 13956-bp deletion Large deletion large deletion 13956-bp

S. aureus 3A06 5_4 896741 B7H15_04585-B7H15_04685 13956-bp deletion Large deletion large deletion 13956-bp

S. aureus s3b09 4_3 1745195 apt (B7H15_08945) adenine phosphoribosyltransferase Metabolism snp nonsynonymous C A

S. aureus s3b09 1_1 1745447 apt (B7H15_08945) adenine phosphoribosyltransferase Metabolism snp nonsynonymous G T

S. aureus s3b09 1_8 1745447 apt (B7H15_08945) adenine phosphoribosyltransferase Metabolism snp nonsynonymous G T

S. aureus Combo 5_7 2158887 rex (B7H15_11340) redox-sensing transcriptional repressor Rex Regulation snp nonsense C A

S. aureus s3b09 4_4 2374570 B7H15_12500 NCS2 family permease Transport snp nonsense C A

P. aeruginosa s3b09 1_4 802979 bifA (PA4367) phosphodiesterase Biofilm and motility small indel T

P. aeruginosa s3b09 5_3 1124719 rbdA (PA0861) regulation of biofilm disposal A Biofilm and motility snp nonsynonymous T A

P. aeruginosa s3b09 1_5 1125858 rbdA (PA0861) regulation of biofilm disposal A Biofilm and motility snp nonsynonymous G T

P. aeruginosa 3G07 6_4 1771657 cheA (PA1458) chemotaxis signal transduction histidine kinase Biofilm and motility deletion 67-bp

P. aeruginosa 3G07 6_3 1772168 cheA (PA1458) chemotaxis signal transduction histidine kinase Biofilm and motility small indel A

P. aeruginosa s3b09 5_4 1777781 cheW_1 purine-binding chemotaxis protein Biofilm and motility snp nonsense C A

P. aeruginosa Combo 6_3 1871151 rpoS RNA polymerase sigma factor RpoS Regulation snp nonsynonymous A T

P. aeruginosa Combo 6_2 1871151 rpoS RNA polymerase sigma factor RpoS Regulation snp nonsynonymous A T

P. aeruginosa 3A06 5_1 1872329 PA3623 unknown Unknown snp nonsynonymous T A

P. aeruginosa 3A06 5_8 1872329 PA3623 unknown Unknown snp nonsynonymous T A

P. aeruginosa Combo 4_1 2542885 siaA/cheB2 biofilm regulation protein phosphatase/chemotaxis che2 gene cluster II Intergenic snp intergenic A C

P. aeruginosa Combo 4_4 2542885 siaA/cheB2 biofilm regulation protein phosphatase/chemotaxis che2 gene cluster II Intergenic snp intergenic A C
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2ORFs: open reading frames
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