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Fraction of  BA.5+S R346T relative to all other BA.5’s, 
4 examples where it is most common: 

BQ.1.1 will be a subset of these… 

Countries where BA.5+R346T was found more than 10x 15%

9%

15%

15%

Many BA.5s now carry R346T, scattered in multiple Pango 
BA.5 sublineages that are spreading globally since Augustcov.lanl.gov

P < 0.05 indicates significantly 
increasing in frequency



BQ.1.1 Spike sequences
cov-lineages.org
BQ.1.1:
BA.5+ Spike R346T, K444T and N460K

[Of note BA.2.75 also carries N460K, and now many of the BA.2.75 also carry R346T, which has been 
rapidly outgrowing baseline BA.2.75.]

The BQ.1.1 label in GISAID is pending, but it is a is a subset of BE.1.1; 320 of these have the full BQ.1.1 
set with !"#$%&'()%%%'(*%&+),-

From the sublineage of BQ.1:
https://cov-lineages.org/lineage.html?lineage=BQ.1

Alias of B.1.1.529.5.3.1.1.1.1.1.1, found globally, defining mutations ORF1b:N1191S and 
S:R346T, from issue #993



BA.2.75 variants relative to a BA.2 baseline
Pango      Lineage   Form   Form%

Count     count
BA.2.75       1612    247  15.3%   0 +[K147E,W152R,F157L,I210V,G257S,G339H,G446S,N460K]-[G339D,Q493R] (consensus)
BA.2.75       1612    239  14.8%   2 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S]-[G339D,Q493R]
BA.2.75       1612    236  14.6%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,K356T,G446S,N460K]-[G339D,Q493R]
BA.2.75       1612     86   5.3%   3 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S,D1199N]-[G339D,Q493R]
BA.2.75       1612     41   2.5%   3 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,K356T,G446S,N460K,F490S]-[G339D,Q493R]

BA.2.75.1      457    294  64.3%   0 +[K147E,W152R,F157L,I210V,G257S,G339H,G446S,N460K,D574V]-[G339D,Q493R] (consensus)
BA.2.75.1      457      9   2.0%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,G446S,N460K,D574V,T761I]-[G339D,Q493R]
BA.2.75.1      457      8   1.8%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,G446S,N460K,D574V,T1117I]-[G339D,Q493R]
BA.2.75.1      457      5   1.1%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,G446T,N460K,D574V]-[G339D,Q493R]
BA.2.75.1      457      5   1.1%   2 +[K147E,W152R,F157L,I210V,R214L,G219D,G257S,G339H,G446S,N460K,D574V]-[G339D,Q493R]

BA.2.75.2      394    286  72.6%   0 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S,D1199N]-[G339D,Q493R] (consensus)
BA.2.75.2      394     10   2.5%   2 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,L452R,N460K,F486S,T604I,D1199N]-[G339D,Q493R]
BA.2.75.2      394      9   2.3%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S]-[G339D,Q493R]
BA.2.75.2      394      5   1.3%   1 +[K147E,W152R,F157L,I210V,G339H,R346T,G446S,N460K,F486S,D1199N]-[G339D,Q493R]
BA.2.75.2      394      5   1.3%   1 +[L5F,K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S,D1199N]-[G339D,Q493R]

BA.2.75.5       18     11  61.1%   0 +[K147E,W152R,F157L,I210V,G257S,G339H,K356T,G446S,N460K]-[G339D,Q493R] (consensus)
BA.2.75.5       18      3  16.7%   2 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,K356T,G446S,N460K,F490S]-[G339D,Q493R]
BA.2.75.5       18      1   5.6%   1 +[K147E,W152R,F157L,I210V,G257S,K356T,G446S,N460K]-[G339D,Q493R]
BA.2.75.5       18      1   5.6%   5 +[I210V,G257S,G339H,K356T,G446S,N460K,A1020V]-[G142D,G339D,Q493R]
BA.2.75.5       18      1   5.6%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,K356T,G446S,N460K,F490S]-[G339D,Q493R]

BA.2.75.3       13      2  15.4%   0 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S]-[G339D,Q493R] (consensus)
BA.2.75.3       13      2  15.4%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,G446S,N460K,F486S]-[G339D,Q493R]
BA.2.75.3       13      1   7.7%   5 +[K147G,W152R,F157L,K182E,I210V,G257S,G339H,R346T,G446S,N460K,F486S,F490S,T883I]-[G142D,G339D,Q493R]
BA.2.75.3       13      1   7.7%   3 +[K147E,W152R,F157L,I210V,G339H,R346T,G446S,N460K,F486S,F490S]-[G142D,G339D,Q493R]
BA.2.75.3       13      1   7.7%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,T478I,F486S]-[G339D,T478K,Q493R]

BA.2.75.4        3      1  33.3%   0 +[K147E,W152R,F157L,I210V,G257S,G339H,G446S,L452R,N460K,C1247Y]-[G339D,Q493R]
BA.2.75.4        3      1  33.3%   1 +[K147E,W152R,F157L,I210V,G257S,G339H,G446S,L452R,N460K]-[G339D,Q493R] (consensus)
BA.2.75.4        3      1  33.3%   3 +[K147E,W152R,F157L,I210V,G257S,G339H,K444T,G446S,L452R,N460K,D574V]-[G339D,Q493R]

BL.1 313             154     49.2%         0   +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,D574V]-[G339D,Q493R] (consensus) 
BL.1 313               23      7.3%          6   +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S]-[L24-,P25-,P26-,A27S,G339D,Q493R] 
BL.1 313               21       6.7%         7   +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,F486S,D1199N]-[L24-,P25-,P26-,A27S,G339D,Q493R] 
BL.1 313               11        3.5%        1   +[K147E,W152R,F157L,I210V,D215G,G257S,G339H,R346T,G446S,N460K,D574V]-[G339D,Q493R] 
BL.1 313                 8        2.6%        1   +[K147E,W152R,F157L,I210V,G257S,G339H,R346T,G446S,N460K,D574V,D614S]-[G339D,Q493R,D614G] 

The [set] after the minus sign means a mutation found in most BA.2 relative to the Wuhan reference reverts to ancestral or is further mutated in the sequence. 

BA.2.75 listing from 2022-10-01
BL.1 added 2022-10-03

R346T
Mutations associated with R346T



The frequency of  Spike BA.2.75+R346T 
relative to other all other BA.2.75’s  
increasing fast.

Most of the BA.2.75s now carries R346T, scattered in multiple Pango 
sublineages that are spreading globally since August

Countries where BA.2.75+R346T was found more than 10x 

P < 0.05 indicates significantly 
increasing in frequency
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