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L. pneumophila 603  (98.2%) L. bozemanae 1 (0.2%)
SG1533  (86.8%) SG9 8 (1.3%) L. dumoffii 1 (0.2%)
SG2 11 (1.8%) SG10 3 (0.5%) L. feeldii 1 (0.2%)
SG3 17  (2.8%) SG12 2 (0.3%) L. londiniensis 1 (0.2%)
SG4 4 (0.7%) SG13 2 (0.3%) L.longbeachae 6  (1.0%)
SG5 11 (1.8%) SG14 1 (0.2%) L.rubrilucens 1  (0.2%)
SG6 8  (1.3%) SG15 1 (0.2%)

SG8 1 (0.2%) Untypable* 1 (0.2%)

614  (100%)
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TagMan

Set | Primer Sequence Probe Sequence
Set | ZIKV835 TTGGTCATGATACT | ZIKV FAM-
1 GCTGATTGC 860-FAM CGGCATACAGCATCAGGTGCAT
AGGAG-TAMRA
ZIKV91lc | CCTTCCACAAAGT
CCCTATTGC
Set | ZIKV1086 | CCGCTGCCCAACA | ZIKV FAM-
2 CAAG 1107-FAM | AGCCTACCTTGACAAGCAGTCAG
ACACTCAA-TAMRA
ZIKV1162 | CCACTAACGTTCTT
c TTGCAGACAT
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TagMan

Set Primer Sequence
Set A YF-8280F TCCACTCATGAAATGTACTACGTGTCT
YF-8354C GGAGGCGGGATGTTTGGT
Set B YF-4769F TTGATTCCATCTTGGGCTTC
YF-4862C GGACCTCTTCCTCTCCATCC
Set C YF-9393F CAGGTGGGAAAGCTTACATGG
YF-9453C CACCTGCCCGGATCCTCT
Set D YFcom-4769F TTGRTTCCATCYTGGGCYTC
YFcom-4862C GGACCTCYTCYTCHCCATCC
Probe
Set A YF-8308FAM AGCCCGCAGCAATGTCACATTTACTGT
Set B YF-4804FAM TGTCGCCTATGGTGGCTCATGGAAG
Set C YF-9415FAM TGTCATAAGCCGGCGGGACCA
Set D YFcom-4803FAM TKGTBGCCTATGGTGGCTCATGGAAGCTG
TagMan
Primer | Sequence Probe Sequence
F-TBE | GGG CGG TTC TTG TTC | TBE-Probe- | FAM-TGA GCC ACC ATC
1 TCC WT ACC CAG ACA CA-TAMRA
R-TBE | ACA CAT CAC CTC CTT

GTC AGA CT




TagMan

Set Primer Probe
Gl JE1.3en1052s-1082: JE1en1082pb:
ATG GGA ATT AYT CAG CGC AAG T FAM-CTC AAG CAG CAA
JE1.3en1119c-1082: A-MGB
GGG AGC GTT TGG AGT TAC AGT AA
Gl JE1.3en1052s-1082: JE3en1082pb:
ATG GGA ATT AYT CAG CGC AAG T FAM-CCC AGG CGG CAA
JE3en1119c-1082 A-MGB
AGG AGC ATT GGG TGT TAC TGT AAA
GI-11 JEen562-585: JEen585pb:
CTG GAY TGT GAR CCA AGG A FAM-ACT RAA CAC TG
JEen623-585: A AGC GT-MGB
GAH CCC ACG GTC ATG A
3NCR JENS5s269: JENS5p294:
GCC ACC GGA TAC TGG GTA GA FAM-CTG CCT GCG TC
JENS5r330.2: T CA-MGB
TGT TAA CCC AGT CCT CCT GG
WNV com WNVcommon.3451f: WNV3538p:

GGH TGT TGG TAT GGH ATG GA

WNVcommon.3590r:
TC CTG GGT GGC CAA GAA CAC

FAM-ATG ATT GAY CC
T TTT CAG YTG GGC
CTT CTG-TAMRA




Virus/ Primer-probe set
genotype Strain Gl Gl GI-GllI 3NCR
JEV/GI Hiroshima/46
+ - + +
/1998
Mie/41/2002 + - + +
Mie/51/2005 + - + +
JEV/GIII JaTH160 - + + +
JaTAn1/75 - + + +
JaTAn1/90 - + + +
JEV/GV Muar - - - +
rJEv_EXZOQ34_
- - - +
M41
DENV1,2,3,4
NT NT NT -
ZIKV NT NT NT -
WNV NT NT NT +
CHIKV NT NT NT -

NT
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Table 1. Detection of Bordetella pertussis ptxP1l, ptxP3, and ptxP8 strains by the
commercial LAMP assay

Strain No. of clinical strains Tt value (min)®

tested® 100 pg DNA® 1 pg DNA
ptxP1 20 19.3+0.5 21.8+0.5
ptxP3 20 16.9+0.3 19.0+ 0.4
ptxP8 1 1854 21.5¢

@ Genomic DNA sample prepared from B. pertussis clinical isolate.
b Threshold time when the turbidity value reached ODssoof 0.1.

¢ Genomic DNA/reaction tube.

d Average Tt values from two separate measurements.

Taiwan Cambodia

@

Ref. strain

Fig. 1. Minimum spanning tree revealing the genetic diversity of the Bordetella parapertussis population.
Each circle within a tree represents a unique MT type with the type number in the circle. The sizes of
circles are representative of the number of strains in each group. The colour codes indicate country of
origin or reference strain. Solid lines separate single-locus variants, whereas dotted lines separate
double-locus variants. Thick lines represent differences of one repeat at one VNTR.
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#% 3. Penner-PCR £ Penner M{EEIH| & O—Fid:
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N—EF
B #* 13 13 0 100
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D #f 30 28 2 93.3
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