Cor_229E_NL63_OC43_33K_each —J857 842800

4,736,064 20,512

1.0X reaction volume with standard

Coronavirus_229E_100K =4100.0 4,549,486 99,386
Coronavirus_NL63_100K = 100.0 5,949,922 146,949

Coronavirus_OC43_100K = 99.5 4,787,186 105,292

Flu_H3N2_1M = 8,864,516 383,579
Flu_H3N2_100K = 5,707,040 29,624
Flu_H3N2_10K = 3,654,658 1,329
Flu_H3N2_1K = 4,283,330 186

Flu_H3N2_100 = 5,059,702 0
Flu_H1N1_100K = 5,618,580 125,234
Flu_H1N1_100K_rep — 5,214,364 113,337

SPRI

hPIV1_100K = 5,134,582 128,032

RSV_A 200 — 6,562,466 3,780
RSV_A_2K = 10,336,738 | 104,241

RSV_A_20K = 13,283,660 | 972,474

RSV_A_20K_rep -

OV_A_: 7,283,690 1,222,336
RSV_A _internal_control =

5,081,708 0
914,514 216,514

I_

Zeptometrix_Panel_2.1_Control2 |
Zeptometrix_Panel_2.1_Control1 -

6,254,674 1,659,323

1.6X reaction volume with standard

1.0X reaction volume with stringent

Cor_229E_NL63_0C43_33K_each —{82ilar21e0) 5478760 | 76,717
Coronavirus_229E_100K =4100.0 5,464,904 116,409
Coronavirus_NL63_ 100K = 100.0 4,041,634 104,471
Coronavirus_0C43 100K = 99.6 3,556,966 76,508

Flu_H3N2_1M = 10,746,358 1,072,258
Flu_H3N2_100K — 5,390,002 | 58,661
Flu_H3N2_10K = 5,700,870 5,193
Flu_H3N2_1K = 5253630 | 497
o Flu_H3N2_100 = 100.0 4,772,158 4
o Flu_H1N1_100K — 5,019,562 107,323
% e T 00 o] [] oo Hiaiios 1o IR
hPIV1_100K = 100.0 4,533,498 100,064
RSV_A_200 - 92.2 5,567,198 2,600
RSV_A 2K — 89.2 8,633,824 39,784
RSV_A 20K — 916 10,389,990 | 537,008
RSV_A_20K_rep = 916 6,355,618 637,762
RSV_A_internal_control = 6,395,388 0
Zeptometrix_Panel_2.1_Control2 |- - I. I_ - 937,882 224,560
Zeptometrix_Panel_2.1_Control1 [ | 69.2 6,547,888 1,766,098

Cor_229E_NL63_0C43_33K_each —|36i0)aaiosos] 2,097,688 | 86,885
Coronavirus_229E_100K —4100.0 3,309,672 138,623
Coronavirus_NL63_100K — 100.0 4,397,724 121,382
Coronavirus_0C43_100K = 99.7 3,438,776 88,520

Flu_H3N2_100 — 2,204,986 14
Flu_H1N1_100K = 4,258,334 120,985

Flu_H1N1_100K_rep = 3,772,944 98,128

SPRI

Flu_H3N2_1M — 4,223,802 1,236,931
Flu_H3N2_100K — 2,719,000 65,464
Flu_H3N2_10K — 1,651,046 5,766

Flu_H3N2_1K — 1,898,664 532

hPIV1_100K = 3,711,244 115,042

RSV_A 200 = 4,890,132 3,210
RSV_A 2K = 8,471,112 45,676

RSV_A 20K — 11,061,226 | 634,997

RSV_A_20K_rep =
RSV_A_internal_control =

Zeptometrix_Panel_2.1_Control2 |
Zeptometrix_Panel_2.1_Control1 [ |

5,601,622 733,555
3,587,004 0
843,102 243,901

I_

5,926,162 2,039,574

1.6X reaction volume with stringent

Cor_229E_NL63_0C43_33K_each —{Silsnie0s| 4218808 | 15886
Coronavirus_229E_100K =—4100.0 4,270,624 110,600
Coronavirus_NL63_100K = 100.0 3,055,998 165,117
Coronavirus_0C43_100K = 99.7 2,716,432 117,549

Flu_H3N2_1M = 9,275,358 295,793
Flu_H3N2_100K — 4,266,998 23,682
Flu_H3N2_10K = 4,509,478 1,015
Flu_H3N2_1K — 4,056,422 17
o Flu_H3N2_100 3,714,870 0
o Flu_H1N1_100K — 3,774,318 138,033
n Flu_H1N1_100K_rep — 3,098,320 120,686
hPIV1_100K = 3,448,956 139,102
RSV_A_200 — 4,337,478 4,084
RSV_A_2K — 7,243,282 116,031
RSV_A_20K = 8,275,882 1,066,889

RSV_A_20K_rep =
RSV_A _internal_control =

5,055,048 1,335,112
4,932,622 0
923,916 220,557

Zeptometrix_Panel_2.1_Control2
Zeptometrix_Panel_2.1_Control1
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Figure S8 - inStrain classification for hCoV, Flu H3N2 and H1N1, HPIV1, RSV A and ZeptoMetrix control samples

High-quality (HQ) paired-end reads with a minimum length of 70 bp were classified using inStrain with the proportional abundances
presented in a heat map with one decimal value. The absence of a label in a coloured heatmap cell indicates that the value is less than 0.1.
The table situated to the right of the heatmap displays the total number of HQ R1R2 paired-end reads used for classification, along with the
number of inStrain hits. Abbreviations: SPRI: solid phase reversible immobilisation, 1M = one million copies, k = thousand, sg_1tosg_8 =
individual H3N2 and H1N1 segments 1 to 8. It should be noted that human parainfluenza virus 1 has been classified as Respirovirus 1,

HAdV = human adenovirus, and H orthorubulavirus = human parainfluenza virus 2



