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Figure 1. A, Air samplers were run continuously in 9 schools from August 2024 to present day. Every 3-5 days, cartridges were removed/exchanged and substrates were eluted in PBS. Nucleic acids were Ac k n OWI ed e m e nts - and Dane COU nty fOr the|r SuU ppO rt in pOStIng a| I Sam pl | ng data COI IeCted here tO the commun |ty daSh bOa l'd (httpS ://pu bl iChealth M-

isolated and utilized in assays described in (B) and (C). B, Workflow for CARMEN assay and C, Workflow for RPP assay. RNA isolated from samples collected in Fig. 1A were run on both CARMEN (B), and . . . . . .
RPP (C) assays. Both assays include an RT-PCR step where DNA is generated and loaded into either a 192.24 (CARMEN) or 48.48 (RPP) chip. Target detection is then performed using CRISPR/Cas13 (CAR- dC. CcO m/yOu r'health/resp| ratO ry'| | | neSS/d aSh boa rd) F|na| Iy, we than k Brad M Ire and Lu ke Stewa rt frOm Standard B |OtOOIS fOI’ Su pp|y| ng reagents and
MEN) or primer/probe-based PCR assays. In both assays, FAM fluorescence is measured on the Biomark X9™ platform. For CARMEN, endpoint FAM fluorescence from cleavage of the poly-U reporter is .. . .

the primary readout, which occurs in individual reaction chambers for each sample/CRISPR target. For RPP, target-specific primer/probe-based PCR assays in individual reaction chambers are performed tra| Ni ng tO peI’fO 'm the RPP assay W|th allr sam p|eS .

and FAM fluorescence is measured during each PCR cycle to generate a Ct value for each target for each sample.




