
>TUG1 WT

Aga​ctg​ctc​aca​gtt​aac​aaa​tca​aac​tct​gga​tga​ctt​ctg​ctt​gta​tat​gca​act​act​
att​tgt​aaa​gaa​att​gca​aat​tca​ctt​ttc​tat​tac​ctc​tac​att​gct​agc​tct​ttc​ttt​tgt​
gtt​tgt​att​aaa​aac​aaa​aat​aag​cta​cac​tgc​cag​cta​ttc​cct​cct​gcc​ata​ctc​agt​
taa​aat​gaa​gaa​tcg​gga​atc​taa​cca​gtg​aat​gga​taa​gta​gaa​aaa​act​aaa​actt​
aag​gca​aaa​gcc​tta​atc​tag​ggc​ctt​ttc​tac​tat​ctt​cat​gtc​ttg​gat​ttc​atc​ta

>TUG1 MUT

aga​ctg​ctc​aca​gtt​aac​aaa​tca​aac​tct​gga​tga​ctt​ctg​ctt​gta​tat​gca​act​act​
att​tgt​aaa​gaa​att​gca​aat​tca​ctt​ttc​tat​tac​ctc​tac​att​gct​agc​tct​ttc​ttt​tgt​

gtt​tgt​att​aaa​aac​aaa​aat​aag​cat​gtg​acg​gag​cta​ttc​cct​cct​gcc​ata​ctc​
agt​taa​aat​gaa​gaa​tcg​gga​atc​taa​cca​gtg​aat​gga​taa​gta​gaa​aaa​act​aaa​
act​taa​ggc​aaa​agc​ctt​aat​cta​ggg​cct​ttt​cta​cta​tct​tca​tgt​ctt​gga​ttt​cat​cta

Sequence annotation: The underlined and bold segment in 
the TUG1 WT sequence represents the original nucleotide 
sequence. The corresponding underlined and bold region in 
the TUG1 MUT sequence contains site‑directed nucleotide 
substitutions to construct the mutated fragment. MUT, mutant; 
TUG1, taurine upregulated gene 1; WT, wild‑type.


