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In our previous study, we reported highly specific and quantitative PCR analysis /Target 402124 | 601443 | 700428 | 833137 | 2379631 | 1704611 | 2508582 | 2933813 | 6913953.2
discriminating single base mutation between KRAS™, KRASG12D, KRASG12A and KRASG1ZV L452L/L452R a52L 4521 a52L 4521 L452R [ L452R L452Q 452L 4520
genes using chemically modified primers and proofreading polymerase. In the present study, L452L/L452R/L452Q a52L a52L 4521 a52L L452R L452R L452Q 4521 4521
highly sensitive and rapid detection of SARS-Cov2 3, 0-BA1 and o-BA2 variants by the PCR NSOIN/NS0LY 501N nsoty | Nsoiy | nsoiy |[ soin 501N 501N nsory | nsoiy
method. The forward primer was designed to discriminate the mutation at 1355 position of s01N o || oey || oy 501N s01N S01N e
spike glycoprotein and the reverse primer was designed to discriminate the mutation at 1486 N501Y/E484K
.. . . L 484E 484E E484K | E484K 484E E484Q 484E E484K | E484A |
position. We could show that PCR using these sets of primers clearly discriminated these three
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variants of SARS-CoV-2 with high sensitivity.
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-FKIHDG,IEHR Y A 5 —HERERET 5D THAERKRASIFIBE AL, R1486w/BA2: 3-cCaaaggttgggtgaataccacaac-5' (wt, 5, BA2)
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Forward Primers;
POM2c; 5’-acttgtggtagttggagct(G )c-3’ PSM2c; 5’-acttgtggtagttggagct(G )"c-3’
POM2a; 5'-acttgtggtagttggagct(G™)a-3’ PSM2a; 5'-acttgtggtagttggagct(G™)*a-3'
POM2g; 5'-acttgtggtagttggagct(G™)g-3’ PSM2g; 5'-acttgtggtagttggagct(G™)*g-3’ X
POM2t; 5'-acttgtggtagttggagct(G "t-3' PSM2t; 5-acttgtggtagttggaget(G t-3' COVID19 ¢ full COVID19 & miss forward COVID19 & miss reverse
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Table 1. gPCR by TaKaRa Ex Taq Polymerase and 2'-OMeRNA Modified Primers
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POM2t 24.77 + 0.81
POM2c NA NA 25.95 + 0.20 NA o
POM2a NA 22,67 * 0.92 NA NA s
POM2g 2541 + 0.84 NA(G-T) NA NA =
PSM2t NA/ NA NA 24.69 * 0.15 s
PSM2c NA NA 25.31%0.30 NA ©
PSM2a NA 2363 * 0.19 NA NA s
PSM2g 24.02 * 0.85 NA(G-T) NA NA ©
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COVID19 BAT full COVID19 BA1 miss forward COVID19 BA1 miss reverse

COVID19 BA2 full COVID19 BA2 miss forward

[ [SARs-Cov-25 SARS-CoV-2 0BA.1 | SARS-CoV-2 0 BA.2
R S55 20.57+0.07 NA NA

R1486w/BA2
NA 25.32£0.35 NA

F1355w/o
R1486BA1
NA NA 26.48=*0.19
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