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BnusHue MyTaumii B MecTax nocaaku npaiimMmepoB Ha 3¢ ekTuBHOCTL BbisBneHus PHK Bupyca kopu metogamm MNUP u LAMP
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Puc. S2. YactoTa BCTpeyaeMocTH WwTamMMoOB BMpyca kopu B 6ase aaHHbix NCBI ¢ MyTaumammu B 0b6nactu nocaaku npaiMepoB M 30HAQ,
ucnonbsyembix B MLP. Knactepbl pacnonosxeHbl N0 YMEHbLWEHWUIO YUCIA NOCNEA0BATENbHOCTEN B KNacTepe, Yepes A3l yKasaH NpoLeHT
OT 06LLero yMcna nNpoaHanM3MpoBaHHbIX NocnenoBaTenbHocTei. CTpenkamMu ykasaHo HanpaBneHWe NocnefoBaTeNbHOCTM NpPaiMepoB M 30HAA
OT 57-KOHLa K 3"-KOHLY.

Fig. S2. Prevalence of measles strains in the NCBI database with mutations in primer binding sites and probe used in PCR. Clusters are
arranged in descending order of the number of sequences in a cluster; the percentage of total sequences analyzed is indicated with a slash.
The arrows indicate the direction of the primer and probe sequences from 5™-end to 3'-end.
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