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A Alignments [sDownload = GenBank Geaphics Dislance Uee of reaulls o
Description x:"‘.‘l’:;:lg::" Vj"l ident | Accession
@ Escherichia coll strain F8170G plasmid pF81706, complete sequence 362 362 100% 37 100% Kx711707.1
() Escherichia coll strain CS24 plasmid pCSZ4, complete sequen 362 362 100% 37 100% Kx711706.1
@ Escherichia coli strain GOBS plasmid pODGS-4, complete sequence 362 362 100% 37 100% KY0756601
[ Escherichis coll strain GDBO plasmid pGDB0-2, complete sequence 362 362 100% 3.7 100% KY075659.1
(] lasmi % 362 362 100% 37 100% KY0760551
() Escherichia coll strain Lishui12 plasmid pLishui12-2, complete sequence 362 362 100% 37 100% KY0756521
(@ Escherichia coll strain GD48 plasmid pGD46-3, complete sequence 362 362 100% 37 100% KY0796521
[ Escherichia coll strain FS13228 plasmid pF813228, complete sequence 362 362 100% 3.7 100% KY421937
[ Escherichia coll F$13228 contlg 2 genomic sequence 362 362 100% 37 100% KY4219351
() Escherichia coll F813228 contig 1 362 362 100% 3.7 100% KYv421934.1
[ Kiebsialla pneumoniae strain KP2442 plasmid pkP2442_1c330, complete sequence 362 362 100% 37 100% KX424879.1
@ s 362 362 100% 37 100% KY352406.1
@ 362 362 100% 37 100% KY120366.1
() galmanella enterica subsp. enterica sirain lasmid pP mplote 362 362 100% 37 100% KY1203651
[ Escherichia coll strain Ec72H MCR-1 partal cas 362 362 100% 37 100% Kx216852.1
() Escherichia coll strain WCHEC 1613 plasmid pMCR_WCHEC1613, complela soquence 362 362 100% 37 100% CP0192141
@ 1a coll strain 2016C-3936C1 plasmid pMCR-1-CT, complate se 362 362 100% 37 100% CPO187721
(5 Escherichia coll SLK172 plasmid p8LK172-1, complete sequence 362 362 100% 37 100% CPO176321
() Escherichia coll strain HYEC7 plasmid pHYEC7-mer1, complete sequence 362 362 100% 37 100% KX5187451
() Escherichia coli strain IMP163 plasmid pMCR-1-P3, complete sequence 362 362 100% 37 100% KX880944.1
(&) Escherichia col strain EHS30-1 plasmid pEHS30-1, complets sequence 362 362 100% 37 100% Kx7723911
@ Escher I stral 4 plasmid pE15004, compl n 362 362 100% 37 100% Kxz72777.4
) galmonella enterica strain 23198 plasmid pHNZ319S sequence 362 362 100% 37 100% 74821
@ Iia entert H . 362 362 100% 37 100% 74801
() Escherichia col strain CQ02-121 plasmid pCQ02-121, complete sequence 362 362 100% 37 100% KUG47721.2
() Escherichia col strain ICR1_NJ plasmid pUCR1-NJ-IncXa, complete sequance 362 362 100% 37 100% KX447768
@ 362 362 100% 37 100% Kx1207831
@ erichia coll strain 38 plasmid pS38, complete se 362 362 100% 37 100% KX1297621
] la preumoniae strain KP-6884 plasmid pMCR1.2:1T, complot o 362 362 100% 37 100% Kx238300.1
[ Escherichia col strain EC2 plasmid pEC2-4, complete sequence 362 362 100% 37 100% CP0161841
® ichia ol i WI2 isolats m id. pWI2- 362 362 100% 37 100% L18362011
() Escherichia coll strain ICBEC13AM plasmid pICBEC13AM, complete sequence 362 362 100% 3.7 100% KY7700251
@ Escherichia coll strain ICBECIAM plasmid pICBECIAM, complete sequence 362 362 100% 37 100% KY770024.1
() Escherichia coll strain ICBEC2AM plasmid pICBEC2AM, complete sequence 362 362 100% 37 100% KY7700231
@ Escherichia coli strain WCHEC1604 plagmid pMCR_WCHEC1604-IncX4, complete sequence 362 362 100% 37 100% KY582848.1
(2 Escherichia col strain WE-6 phosphoethanolamine-ipid A transferass MCR-1 (mer-1) gene, partal cds 362 362 100% 37 100% Ky2187391
() Escherichia col strain W25 transferase MCR-1 (mer- partial cgs 362 362 100% 37 100% Ky2187381
) Escherichia coll strain BE2-5 MCR-1 partial cds 362 362 100% 37 100% Ky218737.1
@ erichia coll -1, lete ganome, str 15 362 362 100% 37 100% AP0176221
(&) Escherichia coll plasmid pMRY15-117_2 DNA, complate genome, strain: MRY16-117 362 362 100% 37 100% APO17619.1
] ehia coll i 5:002_4 te genome, 0ECP- 362 362 100% 37 100% APO176141
(9 Escherichia coll DNA, genomic structure surrounding mer-1 gene, strain: RYU2012C-1 362 362 100% 37 100% LC2280701
() Escherichia coll plasmid pKT2378 DNA, complete sequence, strain: KT2378 362 362 100% 37 100% LC227588.1
() Escherichia coll stra osphosthanolamina lipid A 362 362 100% 37 100% KY685071.1
[ Escherichia col strain HKSH_MCR_161103180_EC phosphoethanolamine lipid A transferase (mer1) gene, mer1 8 allele, complets cds 362 362 100% 37 100% KY885070.1
@ 1a coll strain pPY play P it 1) 362 362 100% 37 100% KX7117081
[ Escherichia coll strain EC590, complete ganome 362 108 100% 37 100% GPO161822
@ citrobacter braakil strain GA:26 plasmid pCA-26, complete sequence 362 362 100% 37 100% KY6246331
[] 362 362 100% 37 100% KY075662.1
& Eacherichia coli strain GDOS plasmid pODO5-3, complate sequence 362 362 100% 37 100% KY0780611
) Escherichia coll strain WHO7 plasmid pWHO07-3, complete sequence 362 362 100% 3.7 100% KY075658.1
@ Eacherichia coll atrain WHO9 plasmig pWHO9-3, complete sequence 362 362 100% 37 100% KYO758571
[ Escherichia coll strain WH13 plasmid pWH13-4, complste sequence 362 362 100% 37 100% KY075656.1
@ ichia coll strain L hui142-1, complet c 362 362 100% 37 100% KY075654.1
() Escherichia coll strain GD23 plasmid pGD23-3, complete sequence 362 362 100% 37 100% KY0756511
[ Escherichia col strain GD17 plasmid pGD17-2, complete sequence 362 362 100% 37 100% KY0750501
@ erichia coll F813228 contig 3 genomic sequenc 362 362 100% 37 100% Kv4219361
(2] Escherichia coll strain ST101 phosphoethanolamine transferase (mer-1.8) gene, complete cds 362 362 100% 37 100% KY683@42.1
() Escherichia coli strain C2-007R partal cds 362 362 100% 37 100% KY013s07
[ Escherichia coll sain MDR_56 plasmid pMCR1-NY, complete sequence 362 362 100% 37 100% CP019908.1
Do pODRL s ppiele o 362 362 100% 37 100% KXB500881
[ salmonella enterica subsp. enterica serovar YL14P053 pMCR16_P053 mer-1 gene for MCR-1.6, complete CDS 362 362 100% 3.7 100% NG_0528931
@ Escherichia coll HeNB67 pHeNESS7 mer-1 gene for phosphosthanolamine--lipid Atranaferase MCR:1.3, complete COS 362 362 100% 37 100% NG 052861.1
[ Escherichia coll WCHEC1808 mer-1 gene for MCR-1.4_ complete CO! 362 362 100% 37 100% NG_052684.1
@ L 5 - 1 -1, 362 362 100% 37 100% NG 0526831
[ Escherichia coll strain EC111 plasmid pEC111, complet 362 362 100% 3.7 100% KY471146.1
(@ Escherichia coll strain EC019 plagmid PECO19, complete sequence 362 362 100% 37 100% Kva711451
() Escherichia coll strain ECO08 plasmid pECO06, complete sequence 362 362 100% 37 100% Kya7iida1
] i H 4 lamine-! - 2 2 e, comy 362 362 100% 37 100% KY4884881
(&) Escherichia coll ParA (parA), hypothtical protein (pCF132_02) hypothetical protein (pCF132_03) Mer1 (mert), and Pap2 (pap2) genes, complets cds 362 362 100% 37 100% KY550359.1
@ richia coll ParA (parA), hypothetical protein F 1S hypothetical protein F 1 Merd (mert), and Pay E] 0 mplete cds 362 362 100% 37 100% KY550358.1
() Escherichia coll ParA (parA), hypothetical protein (pCF131_02), hypothetical protein (pCF131._03), Mer1 (mert), and Pap2 (pap2) genes, completa cds 362 362 100% 37 100% KYs50357.
(] chia coll strain A434:5 mer-1) gene, complete cds 362 362 100% 37 100% Kx242348.1
() Escherichia coll plasmid pEc, 04HAE12, complete sequence 362 362 100% 37 100% Kxs026721
£ salmonella Typhimurium strain HSHLJ1 plasmid pHSHLI1-MCR1, complete sequence 362 362 100% 37 100% KX856066.1
() Escherichia coll strain 18HAE25 plasmid pEc_18HAE2S, completa se 362 362 100% 37 100% Kv0122761
() Escherichia coll strain 27COE18 plasmid pEc_27COE18, complets sequence 362 362 100% 37 100% KY0122751
-] ichia coll I 362 362 100% 37 100% KY0122741
=] 362 362 100% 37 100% KY1203641
@ 1 ica siral 4 362 362 100% 37 100% KY1203631
(&) Escherichia coll strain plasmid 362 362 100% 37 100% CPO181241
() Escherichia coll strain plasmid 28_64.5, complete sequance 362 362 100% 37 100% CPO18118.1
() Escherichia col strain 64.5,complete sequence 362 362 100% 37 100% CPO181121
] 362 362 100% 37 100% CPO181061
8] 362 362 100% 37 100% LC1915812
a 362 362 100% 37 100% KX3774101
G a 362 362 100% 37 100% Kxs0s1421
@ col strain WF-5-19 plas: 5 sequence 362 362 100% 37 100% KX5051411
[ ] cherichi: 1l strair 1 lasmid pE15017, mplete ence 362 362 100% 37 100% Kx772778.1
® E coll ranspo: WMCR-1 (mer-1),h 362 362 100% 37 100% KX8863451
(@ Salmonella enterica strain 8H138 plasmid pHNSH1 0 362 362 100% 37 100% Kx2674811
() Escherichia col strain ICBECTP plasmid pICBEC7Pmer, complete sequence 362 362 100% 37 100% CPO17248.1
@ Escherichia coll strain 210221272 plasmid pSLY21, complete sequence 362 362 100% 37 100% CPO164051
[ Escherichia coll strain GD-8 plasmid pECGD-8-33, complete sequence 362 362 100% 37 100% Kx2543421
@ Escherichia coll stain 49-61 plasmid PEC.S-61:63, complete $quence 362 362 100% 37 100% Kx2843421
(1) Escherichia coll strain JS-B60 plasmid pECJS-B60-267, complete sequence 362 362 100% 37 100% Kx2543411
@ i 1d plg ingert I 11 (mer- 362 362 100% 37 100% KX4581041
() Kiebsiella KP-6884 unnamed$ mcr-1 gene for tr fe MCR-1.2, complete COS 362 362 100% 3.7 100% NG _051170.1
@ Eacherchia coll stain ©177.H21 plasmid unnameds, complele sequence 362 724 100% 37 100% CPO165501
richia coll plasmid unnamed1, compls uence 362 362 100% 3.7 100% Kx528609.1
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Figure S5. Alignment of the sequences of qPCR products and the mcr-1 gene sequence: (KP347127:
the mcr-1 gene sequence reported by Liu and colleagues, s-P: positive control, s-1-s-18: water
samples).
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Figure S6. Recovery of Haihe-1 strain (10! CFU/L-10” CFU/L) spiked into 10L PBS
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Figure S7. Recovery of Haihe-1 strain (10'CFU/L-10CFU/L) spiked into 10L sterilized waster sample.

Univariate Analysis of Variance

Between-Subjects
Factors

N

site HD
HE
HU

time Apr
Feb
Jan
June
Mar
May

W wwwww o o,

Tests of Between-Subjects Effects
Dependent Variable: 1gGC

Type Il Sum

Source of Squares df Mean Square F Sig.

Corrected Model 3.920° 7 560 6.287 .005

Intercept 339.259 1 339.259 | 3808.794 .000
- site 2576 2 1.288 14.459 .001

time 1.344 5 .269 3.019 .065

Error 891 10 .089

Total 344.070 18

Corrected Total 4.811 17

a. R Squared = .815 (Adjusted R Squared = .685)

Figure S8. The multiple comparisons result of ANOVA.
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Post Hoc Tests

site

Multiple Comparisons

Dependent Variable: 1gGC
Bonferroni
_Mean 95% Confidence Interval
Difference (I-
() site  (J) site J) Std. Error Sig. Lower Bound | Upper Bound
HD HE -644917 | 1723104 011 -1.139460 -150373
HU 253731 | 1723104 515 -.240812 748275
HE HD 644917 | 1723104 011 150373 1.139460
HU 898648 | 1723104 .001 404105 1.393192
HU HD -.253731 | 1723104 515 -.748275 .240812
HE -898648 | 1723104 .001 -1.393192 -.404105

Based on ohserved means.
The errorterm is Mean Square(Error) = .089.

* The mean difference is significant atthe 0.05 level.

Figure S9. The deviance analysis result of ANOVA.
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