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Fig. S1. Sequencing rate relative to total number of covid19 cases per week (A), relative testing effort (B), and percent positive (C) for each Danish region across time. The two vertical dashed lines indicate the beginning and end of study period used to infer B.1.1.7 transmissibility, while the non-shaded area shows the period used for phylogenetic analysis. The time outside the study are shaded in grey.
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Fig. S2. The two vertical dashed lines indicate the beginning and end of study period used to infer B.1.1.7 transmissibility, while the non-shaded area shows the period used for phylogenetic analysis. The time outside the study are shaded in grey. (A) Model predictions from Poisson regression model on daily counts of B.1.1.7 for each region. Dark-grey areas represent 95% CI. (B) Frequency of unique haplotypes across time for each region. Each line represents the weekly count of a unique B.1.1.7 haplotype. The four haplotypes mentioned in the main text are highlighted.
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Fig. S3. Assessing robustness of inferred introductions from phylogenetic analysis using travel history. (A) and (B) are grouped into introduction lineages that are introduced from abroad and transmission clusters introduced from other Danish regions. (A) shows the number of introduction lineages and transmission clusters with a minimum duration given on the x-axis. (B) shows the percent of introduction lineages and transmission clusters with travel-associated cases before a cutoff day indicated on the x-axis. The cutoff day on x-axis is relative to the first occurrence of the introduction lineage or transmission cluster.
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Fig. S4. Alternative version of Fig. 4D, showing the origin of introductions across time for each region. The y-axis is scaled to introductions per week per 100,000 inhabitants based on the population size for each region. If there was equal support for multiple regions as origin for an introduction Denmark was used as the origin. Label notDK indicates an introduction from outside Denmark. Only ancestral state changes with a marginal probability >95% were included in the analysis.

	Haplotype
	Nucleotide mutations

	H43
	C241T, C913T, C3037T, C3267T, C5388A, C5986T, T6954C, C14408T, C14676T, T15096C, C15279T, T16176C, A17496G, T22016A, A23063T, C23271A, A23403G, C23604A, C23709T, T24506G, G24914C, G25785T, C27972T, G28048T, A28095T, A28111G, G28280C, A28281T, T28282A, G28881A, G28882A, G28883C, C28977T, G29764A, T11288-, C11289-, T11290-, G11291-, G11292-, T11293-, T11294-, T11295-, T11296-, A11297-, A21766-, C21767-, A21768-, T21769-, G21770-, T21771-, C21772-, T21994-, T21995-, A21996-, C21997-, A28274-

	H77
	C241T, C913T, C2110T, C3037T, C3177T, C3267T, C5388A, C5986T, T6954C, C14408T, C14676T, C15279T, T16176C, A23063T, C23271A, A23403G, C23604A, C23709T, T24506G, G24914C, C27972T, G28048T, A28111G, G28280C, A28281T, T28282A, G28881A, G28882A, G28883C, C28977T, T11288-, C11289-, T11290-, G11291-, G11292-, T11293-, T11294-, T11295-, T11296-, A11297-, A21766-, C21767-, A21768-, T21769-, G21770-, T21771-, C21772-, T21994-, T21995-, A21996-, C21997-, A28274-

	H87
	C241T, C913T, C2623T, C3037T, C3267T, C4009T, C5388A, T5762C, C5986T, T6954C, C14408T, C14676T, G15025T, C15279T, T16176C, A17615G, T19050C, A23063T, C23271A, A23403G, C23604A, C23638T, C23709T, T24506G, G24914C, C27972T, G28048T, A28111G, G28280C, A28281T, T28282A, G28881A, G28882A, G28883C, C28977T, T11288-, C11289-, T11290-, G11291-, G11292-, T11293-, T11294-, T11295-, T11296-, A11297-, A21766-, C21767-, A21768-, T21769-, G21770-, T21771-, C21772-, T21994-, T21995-, A21996-, C21997-, A28274-

	H17
	C241T, C913T, C3037T, C3267T, C5388A, C5944T, C5986T, T6954C, A10716G, C14408T, C14676T, T15096C, C15279T, T16176C, A23063T, C23271A, A23403G, C23604A, C23709T, C23854T, T24506G, G24914C, G26951C, C27972T, G28048T, A28095T, A28111G, G28280C, A28281T, T28282A, G28881A, G28882A, G28883C, G28884C, C28977T, T11288-, C11289-, T11290-, G11291-, G11292-, T11293-, T11294-, T11295-, T11296-, A11297-, A21766-, C21767-, A21768-, T21769-, G21770-, T21771-, C21772-, T21994-, T21995-, A21996-, C21997-, A28274-


Table S1. Nucleotide mutations for each of the four haplotypes specifically mentioned in the manuscript.
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