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_ Figure 2: Phylogenetic relationships of IMD causing meningococci in children <5 years old isolated from culture-confirmed disease. Unrooted phylogeny generated using

. . . allele-based cgMLST with PubMLST ID at the end of the branches. Relevant genotypic and phenotypic data shown in coloured bars including the clonal complex; MenDeVAR
IMD cases reported In SCOtland In Chlldren <3 years, from Index; vaccination status; clinical presentation; and epidemiological year. Colours shown in the legends for respective columns. Fully and partially vaccinated according to the

01/09/2015 to 30/06/2022 were identified. Patient UK immunisation schedule.
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Figure 1: Distribution of all IMD cases in children <5 years old in Scotland from September 2015 to June 2022. Cases are shown in dots by increasing age at onset of IMD,
measured in weeks. The dots are coloured by vaccination status (fully vaccinated yellow, partially vaccinated purple, unvaccinated navy blue). For each case, the MenDeVAR
Index for their invasive meningococcal isolate is shown by the arrow above the dot, coloured green for exact match to vaccine variants, amber for cross-reactive match to

vaccine variants, red for no match to vaccine variants, grey for Insufficient data to interpret reactivity, and blue for inadequate DNA to determine antigenic profile for PCR _
confirmed cases. The timing of the 2+1 Bexsero vaccine dosing schedule is shown with the yellow dotted line with the 1st dose at 8 weeks, second dose at 16 weeks and
the booster dose at 12 months. Fully and partially vaccinated according to the UK immunisation schedule.

These data are consistent with 2 and 3 doses of Bexsero®,

delivered according to schedule, providing good protection

against invasive disease caused by M-VP. Single doses
B Exact-match provide poorer protection to infants.
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* These data can provide public health reassurance when
vaccinated individuals develop IMD with non-vaccine
preventable variants.
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Figure 3: MenDeVAR Index output for IMD cases for each group of children considering vaccination status. Segments of the pie chart are coloured according to exact, cross- .

reactive, no matches to vaccine variants. Bar charts below demonstrate the frequency of peptide variants present in the isolates that were deemed to be vaccine- protectlon, although these data SuggeSt the
preventable. The number of variants is greater than the number of isolates as some isolates possess multiple vaccine-reactive antigens; 4/7 meningococci isolated from uncharacterised variants are un|ike|y to be Covered by
unvaccinated individuals and 14/20 meningococci isolated from partially vaccinated individuals had >1 potentially cross-reactive/exact antigen.

Bexsero®.

This study demonstrates the value of post-implementation
genomic surveillance of vaccine preventable pathogens in
providing information on real-world vaccine performance.
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