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Legends of figures

Figure 1. Workflow of the MGparC-AsyHRM method
WT: Wild-type

Figure 2. Results of assays 1 and 2 of the MGparC-AsyHRM method

Figure 3. Flexibility of the MGparC-AsyHRM method. (a) Effect of a different probe;
(b) performance of a probe harboring double mutations (S83I+D87Y); (c)
compatibility of the probe with other genes; (d) generalizability of the
MGparC-AsyHRM model; (e) adjustability of the MGparC-AsyHRM model.
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Table S1. Primers and probes of real-time PCR used in this method.
Target gene Direction Primers Reference
MGpa Forward

Reverse
probe

GAGAAATACCTTGATGGTCAGCAA
GTTAATATCATATAAAGCTCTACCGTTGTTATC
FAM-ACTTTGCAATCAGAAGGT-MGB

(1)

standard curve method:
We prepared plasmid containing porA and was diluted into a series of gradients (range from 1copy/μL to 1 x 104copy/μL) for making standard curve. The
procedure of quantification is the same as described previously (2).



Table S2 Primers of common PCR used in this study
Target gene Direction Primers Size (bp) Reference
parC in-Forward-119F1 5'GGTTAAAACCAGTACAAAGACGGA3' 226 this study

in-Reverse-385R1 5'ACACAGAAACCCGCTTAAGCT3'
out- Forward -97F2 5'GCTTTACCTGATCTAAGAGATGGGT3' 427
out- Reverse--524R2 5'GCTATCCCACTCGCACCATT3'



Table S3, Limit of detection of each target variant.

Target
No. of replicates (%) for positive standards, copies/reaction

1000 500 200 100 50 20 10 2
Assay2 probe* parC# probe parC probe parC probe parC probe parC probe parC probe parC probe parC
WT 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 1/10 8/10
S83C 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 9/10 10/10 1/10 10/10
S83N 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 2/10 10/10
S83R 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 2/10 9/10
S83I 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 2/10 8/10
D87H 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 6/10 10/10 0/10 5/10
D87Y 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 5/10
D87N 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 1/10 10/10
D87G 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 10/10 3/10 10/10 0/10 7/10
Assay1
D87MT 10/10 10/10 10/10 10/10 10/10 10/10 10/10 9/10
D87WT 10/10 10/10 10/10 10/10 10/10 10/10 10/10 7/10
mgpa 10/10 10/10 10/10 10/10 10/10 10/10 10/10 4/10
HBB 10/10 10/10 10/10 10/10 10/10 10/10 10/10 9/10

*probe，probe-amplicon; #parC, parC-amplicon
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Figure S1. Illustration of sequence structure from 83 to 87 position in
parC gene.


