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Whole-genome analysis revealed mixed infection cases of SARS-CoV-2 in welfare
facilities.

Tsuru Nami, Miyahara Kana, Shinden Maiko, Narita Tsubasa,
Miura Miho, Yoshino Shuji
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(Wuhan-Hu-1) Nucleotide POS REF ALT ERIEEOIEG #ETE Pangolin
MN908947.3 4690 T C 60.22% BF.1
MN908947.3 8882 A G 39.67% BF.5
MN908947.3 9967 C T 42.50% BF.1
MN908947.3 11471 C T 57.61% BF.1
MN908947.3 11837 G T 59.04% BF.5
MN908947.3 16954 C T 42.22% BF.5
MN908947.3 19005 A G 39.69% BF.5
MN908947.3 19524 C T 26.92% BF.5
MN908947.3 21114 C T 38.34% BF.5
MN908947.3 21520 G T 60.78% BF.1
MN908947.3 22879 C T 57.86% BF.1
MN908947.3 24620 G T 36.13% BF.5
MN908947.3 27532 C T 42.49% BF.5
MN908947.3 28402 A G 42.10% BF.5
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(Wahan-Hu-1) Nucleotide POS REF ALT ERIEREORE H#EEPangolin
MN908947.3 1627 C T 79.83% BF.27
MN908947.3 6979 T G 76.25% BF.27
MN908947.3 8616 C T 73.41% BF.27
MN908947.3 9866 C T 22.47% BA.2
MN908947.3 12160 G A 76.85% BF.27
MN908947.3 17280 G A 21.73% BA.2
MN908947.3 17645 A G 21.42% BA.2
MN908947.3 21114 C T 73.23% BF.27
MN908947.3 22917 T G 17.94% BF.27
MN908947.3 23018 T G 76.33% BF.27
MN908947.3 23040 A G 25.83% BA.2
MN908947.3 24383 A T 21.83% BA.2
MN908947.3 26529 G A 73.08% BF.27
MN908947.3 26858 C T 27.21% BA.2
MN908947.3 27038 A G 77.81% BF.27
MN908947.3 27259 A C 21.41% BA.2
MN908947.3 27889 C T 73.17% BF.27
MN908947.3 28087 C A 73.73% BF.27
MN908947.3 28330 A G 67.14% BF.27
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