Supplementary Method 1. RNA extraction and amplification

Viral RNA was extracted from respiratory specimens using a QIAmp DSP Virus/Pathogen Midi Kit (Qiagen, Hilden, Germany). Reverse transcription and DNA amplification were performed in a single tube using a QIAGEN One-Step RT-PCR kit (Qiagen). Notably, 5 μL of viral RNA, 10 pmol of each gene-specific primer, 10 μL of 5X QIAGEN OneStep RT-PCR Buffer, 10 mM of each dNTP mix, 2 μL of QIAGEN OneStep RT-PCR Enzyme mix, and 25 μL of dH2O were combined to generate 50 μL mixtures. The cycling conditions were as follows: reverse-transcription at 45°C for 30-minute, inactivation of reverse transcriptase and activation at 95°C for 15-minute, followed by 35 cycles of 94°C for 10-second, 60°C for 30-second, and 68°C for 1-minute per expected product length in kb, with a final extension at 68°C for 10-minute. If the sample could not be amplified using the one-step kit, we performed two-step polymerase chain reaction (PCR, for amplicons A2 and A3). Reverse transcription of cDNA was performed using Invitrogen VI VILO Master Mix (Thermo Fisher Scientific, Waltham, MA, USA). PCR was performed using 5 μL of cDNA and Takara GXL Polymerase (Takara, Shiga, Japan). The mixtures were incubated at 98°C for 3-minute, followed by 35 cycles of 98°C for 15-second, 60°C for 20-second, and 68°C for 4-minute, and a final extension at 68°C for 5-minute. Approximately 3-kb overlapping amplicons across the entire genome were confirmed on 1% agarose gel and 0.6X AMPure PB bead purification was performed (Supplementary Fig. 1) Pooled amplicons were subjected to barcoding PCR using M13 tailing primers. After amplification, the products were visualized on an agarose gel and purified using 0.45X AMPure PB beads. Barcoded samples were then pooled at equimolar concentrations for SMRTbell library preparation.
