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SPECIFIC AINS -
Zoonotic coronaviruses are a significant threat to gle @ ealiF o dampnostiied with. erPgonn nf
Severe Acute Resplratory Syndrome coronavirus (SARS-CoV) in 2002. &4 fe contit = Whisani

" l-;.tr nmdl e e
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previous work also suggests that SARSr-CoVs with S oroteins that are ~10¢%sdiveraent fram SARS-CoV resist

neutralization by therapeutic mAbs ags' escapé‘bﬂhb CoV vaccines (17, 18.#3), suggesting that . k=agasvever,
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therefore likely te_../zve infected pe,ople mare widelv. Ingoporatiad serolgmcalmtestma fo _
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blot; then 3) use NP based ELISA and LIPS, (SRR &8 Versily Of S& «. WP ELISA, micro-
titer plates will be cogted with 100 ng/well g_éc:" inght Hn‘f__‘?"i
duplicates followed by detection with HRP Iz
positive samples will be subyje =S i
will use an S protein-based ELISA to distinguish th
discovered, we will rapidly dee:#® =

S1 genes of hat-CoV strains for follow-un seralngieF IS IEEE: S ——L

ZCI\DTD!‘DGA

detalls) Positive samples will bewua.imeciedmju
glycoprotes % e i o
Influenza A & B, HCOV*\ILGS f‘*"‘: FEHA ’“"‘. RIS R S Ny == = o - . I el oy

I ornome seouencing, and RT-BOR amoliication nf the S

ané\ognﬂnnlnhn é1irians far h!\"‘ﬂﬂ"‘lfll enillrviar thaca f"n\.fc\ AC NrANACE mz‘

?g-! l-._=.l_.__=‘.>i6 :M'ﬁ-@.'-? TTRP e S d o i v : -‘&w
ks eI .

WI|| use nearest ﬁl@lqnw ] f YA
W|” use genel’allzed IIneaI’ mOtﬂ:“o lO an&L o v bl m L b n - bmmiim = LAY .\A-,.A- [ ._,.:..I, N
mcludlng Actite
l.rul. A=kl f Wl
unexposed enrollees, in the time course of iliness, severity of sympioms, and type of symptsms.
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