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Figure S1 details the genomic sampling bias across the district health boards (DHB) of New
Zealand. Figures S2-S5 present the phylogenies of Omicron variants BA.1, BA.2, BA.2.12.1,
and BA.4.



Figure S1. Thousands of cases (black curve; left axis) and number of genomes (dotted blue curve; right

axis) by district health board. Genomic surveillance was especially proactive at Canterbury and the

Auckland-based district health boards (Auckland, Counties Manukau, and Waitemata) due to their

proximity to major international airports which saw a great amount of travel activity during the border

reopening period.



Figure S2. Summary tree of the BA.1 analysis. Lineages are coloured by world (grey) or community

(blue). Introduction events from the world to the community are indicated by black stars *, while export

events from the community to the border are indicated by red stars *. There are no export events from

the community to the overseas pool in the summary tree.

Figure S3. Summary tree of the BA.2 analysis. Lineages are coloured by world (grey) or community

(blue). Introduction events from the world to the community are indicated by black stars *, while export

events from the community to the border are indicated by red stars *. There are no export events from

the community to the overseas pool in the summary tree.



Figure S4. Summary tree of the BA.2.12.1 analysis. Lineages are coloured by world (grey) or community

(blue). Introduction events from the world to the community are indicated by black stars *. There are no

export events from the community to the global pool in the summary tree.

Figure S5. Summary tree of the BA.4 analysis. Lineages are coloured by world (grey) or community

(blue). Tree heights are in units for years, where time 0 is 15 Jun 2022. Introduction events from the world

to the community are indicated by black stars *, while export events from the community to the border

are indicated by red stars *.


