
 
Supplementary Figure S2: Analysis of STING isoforms amplified from patient bone 
marrow samples. (A) Detected nucleotide mutations and STING variants in patient bone 
marrow samples. (B) Alignment of nucleotide sequences from human wild-type STING, 
intron 3 retained STING, and AML cell line derived sequences spanning intron 3. (C) 
Alignment of nucleotide sequences derived from patient samples spanning intron 3 and 
(D) exon 4. 
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Base 12 C -> T X

Base 36 T -> A X

Base 40 A -> C X

Base 41 G -> T X

Base 45 T -> A X

Base 144 C -> G X X X X X X X X X X X

Base 300 A -> T X

Base 382 C -> T X x

Base 603 C -> T X X

Base 899 C -> T X

Base 761 C -> T X

Base 899 C -> T X

Base 977 C -> A x

G230A X X X X X X

R71H X X X X X X

R232H X X X X

R293Q X X X

Intron 3 retain X X X X X

Exon 2 deletion X

Exon 4 deletion X X

Exon 7 deletion X X X X X X X X X

Wildtype X X X X X X
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