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65 SPIKE SARS2 Spike glycoprotein Reference sequence
48] SPIKE SARS2 Spike glycoprotein Variant Delta
281 Indochinese Peninsula Bat C oronavirus Spike Protein

100 | Bat Coronavirus RaTG13 Spike Protein
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— SPIKE SARS2 Spike glycoprotein Variant Omicron BA 1 >
SARS Coronavirus Tor2 Spike Protein

Bat Hp-betacoronavirus/Zhe jang2013 Spike Protein

98

Rousettus Bat Coronavirus Spike Protein

MERS Coronavirus Spike Protein

Human Coronavirus HKU1 Spike Protein _J
Duck Coronavirus Spike Protein
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Mink Coronavirus Strain WD1127 Spike Protein
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Swine Enteric Coronavirus Spike Protein
[ Camel Alphacoronavirus Spike Protein

100 L— Human Coronavirus 229E Spike Protein
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4ligned sequences: 2
1: Bat

2: Reterence

Matrix: EBLOSTUMAZ
Gap_penalty: 10.0
Extend penalty: 0.5

4ligned sequences: 2
1: Omicron

2: Reference
Matrix: EBLOSUMGZ

Gap_penalty: 10.0
Extend penalty: 0.5 VS

Length: 1276
Identity: 123771276 (96, 9%)
Similarity: 124371276 (97, 4%)
Gaps: 9/1278 ( 0. T%)
Score: B471.50

Length: 1273
Identity: 125371273 (98, 4%)
Similarity: 1259/1273 (98.9%)
Gaps: 4/1273  0.3%)
Score: G609, 0
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