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445  Figure 3 - Cluster distribution and sub-cluster divergence. (A) Percentages of four
446  major and unknown clusters across different countries. Unknown (U) samples are the
447  ones that cannot be grouped with the generated clusters. (B) Distance distributions of four
448  phylo-sub clusters (4,6,7,8 and 9) found in Turkey, across different countries. The y axis

449  shows logl0-scaled root to tip distances.
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451  Figure 4 - The mutation layout of the 30 samples from Turkey along with the
452  phylogenetic tree and clusters. Phylogenetic tree (left) of SARS-CoV-2 samples
453  sequenced in Turkey. Assigned subtypes of six clustering methods are specified with
454  different colors in the matrix. Dot-plot (Right) of mutations detected in each genome
455  aligned with the corresponding sample. Single nucleotide changes are colored and shaped
456  based on the nucleotide change and synonymy. Gray color indicates that the mutation is
457  either non-informative (ie, due to sequencing errors) or corresponds to a gap
458  Supplementary bar (top) provides the respective open reading frame information for
459  mutations, and its effect on coding the amino acid. EPI-ISL-417413 had obviouse
460  sequencing errors, the mutations of this sampled were manually curated and non-
461  informative ones were treated as ambigious mutations.
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465 Figure 5 - Epidemiological phylogenetic and transmission analysis of the isolates
466  collected in Turkey. Sequences sampled between 2019-03-19 and 2020-04-24 were
467  analyzed with Treetime and tracing between samples visualized in Augur version 6.4.3.
468  (A) Closest (without internal nodes) members filtered and assigned as transmissions were
469  visualized on Leaflet world map using latitude & longitude information of locations. (B)
470  Samples originated from Turkey were implied with orange points and connections while
471  the network of samples originated from other countries demonstrated with blue lines and
472 points. (C) Chord diagram was used as a graphical method to display inter-flow
473  associations between origins and destinations of transmission data.
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