Fig. S2. Alignment of SVDV-5"UTR sequences [including the nucleotide region 252-332 according to the reference strain
UKG 27/72 (X54521.1)] showing mismatches for the six samples belonging to sub-lineage 1 undetected in 2BIR rtRT-PCR.
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Footnote: Strains representative for sub-lineage 1 (R1394) and for sub-lineage 2 (R1567) are highlighted in grey. Primers
and probe regions used in the 2BIR rtRT-PCR assay are highlighted in grey and nucleotide mismatches within them are
indicated; those found only in the six missed samples and thus affecting the test result are in bold italic.



