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Neisseria gonorrhoeae FC428 Subclone,
Vietnam, 2019-2020

Appendix
5 g & :f AJ PR o4
3 s J}fﬁ ; , .
R AR R WU N o s A
VN128T ¢ ccumry
VNgST m ] ﬁ @ France (Cambodia)
VN4sT l. ..I .n ::mn .
wour =Ilml HENE o s
VNIST “l . ll
e HENEEED DEEERE | p——
VN34D l I.. . | .
VN7ST l.. o
o ll.l =m | NA
o _HENREN NENEEER
VN233T l |
0.05 VNO3D ll.l.... [
il VN43T ..l...l.-'. ll.lln
VNO4D . = .....
VN2OT H -l .
- HEER
F91 llll. 'n
— FCa28

phylogenetic tree of Neisseria gonorrhoeae ST13871 samples
including 15 isolates from Vietnam during 2019 — 2020, 1 from Singapore (18DG342), and 1 from
France (F91), the FC428 strain was used as an outgroup. Sequence types from the MLST, NG-
MAST, NGSTAR database; phenotypes and AMR determinants are displayed. Sequence types that
have not yet been assigned with a number are indicated as a dash. The phenotypes include
Resistance (R), Susceptible (S), Intermediate (I) and Non-susceptible (NS). AMR determinants are
antimicrobial resistance gene and their amino acid changes; asterisk symbol (*) refers to a novel
mutation. NA (not available) represents phenotypes or resistance genes that were not reported. CIP:
ciprofloxacin, P: penicillin, SPT: spectinomycin, TE: tetracycline, AZM: azithromycin, CFM: cefixime,

CRO: ceftriaxone.
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