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A thread ONLY aimed to present PREVIOUS information on PREVIOUS outbreaks.
History sometimes repeats itself, so do persons/institutions/procedures. Any
analysis based on reappearance of similar institutions/procedures/persons should
take difference in time/tech into consideration

#MERS The 2012-2013 also had similarities, the first beta coronavirus outbreak after 2003 #SARS, person in charge was
the same compared with #COVID19.
So, let's roll.

#MERS 20131015 presentation by Wenjie Tan of China CDC, on pathogenicity and detection. 1/12


https://buzzchronicles.com
https://buzzchronicles.com/b/all
https://buzzchronicles.com/BillyBostickson
https://twitter.com/coroldo1/status/1362611139578785794
https://twitter.com/coroldo1
https://twitter.com/coroldo1
https://twitter.com/coroldo1

20131015

e
ju|

I&L s S (A
(MERS-CoV) J% YL

------ I R 2 5 SE 0 5 h il
=BV
o ] 4% A T 2 BT
A B M S R H 0
(_BAEFFSARS Z Ll SE56 %)

#MERS 2/12



SAKI|/E (coronavirus)
AR

r 19334, BaudetteFFig X T u38h “Foprim” | 19374
B RANNBHRAN T RTEIRF S, D AR ESRERE
2 T ek 3 A R - (Intectious bronchitis. IBV);

#1951 %=, GledhillZ=> 7 & B AT 39 & (Murine
hepatitis virus. MHV);

7 19653, Tyrrelld= Bynoe#& RAEWINA AN EF0 i
B SR, IR AL E R SR R 5 A L — R
& BR 147,

#MERS 3/12



el IR 9 5 185 ol s A S A

CoVsin bats are the

Coronavirus i
/_- ancestor hypothesized gene
/ 5 pool of group 1and
” group 2 CoVs and

‘l CoVsin birds are

C’{ bg > i the hypothesized

/ \ , gene pool of group
C/H ‘k’r ’(H':-!; a 3 CoVs.

/AN

Group 1a 1b 2a 2b 2¢ 2d 32 3b 3c

Coronavirus Diversity, Phylogeny and Interspecies Jumping
Patrick C. Y. Woo. Susanna K. P. Lau. Yi Huang and Kwok-Yung Yuen

Experimental Biology and Medicine 2009, 234:1117-1127,
doi: 10.3181/0903-MR-94
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MERS-CoV ORFsZH Fik

Table 2. Nonconsensus variants detected in the sequence of a novel human betacoronavirus

Name* Startt End >0.01-0.05% >0.05-0.1 >0.1 Total§ Length %Yl
NSP9 12659 12988 3 0 0 3 329 0.91
NSP10 12989 13408 3 0 0 3 419 0.72
NSP14 18001 19572 B 1 1 B8 1671 0.51
NSP6 10937 11812 - 0 0 4 875 0.46
NSP3 2837 8497 25 0 0 25 5660 044
NSP12 13432 16206 11 1 0 12 2774 043
NSPT 11813 12061 1 0 0 1 248 0.40
NSP5 10019 10936 3 0 0 3 917 0.33
N 28565 29806 4 0 0 4 1241 0.32
S 21455 25516 12 0 1 13 4061 0.32
ORF 4a 25851 26180 1 0 0 1 329 0.30
M 27852 28511 2 0 0 2 659 0.30
ORF 8b 28761 29099 1 0 0 1 338 0.30
NSP13 16307 18000 5 0 0 5 1693 0.30
NSP4 8498 10018 4 0 0 4 1520 0.26
NSP2 857 2836 4 0 0 4 1979 0.20
NSP8 12062 12658 1 0 0 1 596 017
ORF 4b 26092 26832 0 1 0 1 740 0.14
NSP15 19573 20601 1 0 0 1 1028 010
NSP1 278 856 0 0 0 0 578 0.00
NSP11 13409 13453 0 0 0 0 44 0.00
NSP16 20602 21513 0 0 0 0 a1 0.00
ORF 3 25631 25842 0 0 0 0 31 0.00
ORF 5 26839 27513 0 0 0 0 674 0.00
E 27589 27837 0 0 0 0 248 0.00

*ORF nomenclature is from van Boheemen et al. (3). ORF, open reading frame; NSP, nonsftructural protein.

TNucleotide position in England/Qatar/2012 genome.

INo. nucleotide positions showing the indicated fraction of nonconsensus nucleotides. Only positions with a minimum of 1,000-fold coverage and a Phred
quality score of 30 were included.

§No. nucleotide positions with >0.01 (1%) nonconsensus nucleotides.

fTotal no. positions with variation divided by length of ORF) « 100.

#0RFs were sorted by decreasing amino acid percentage change.
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RT-PCRY ™ ¥ RdRpELN i K Il /T 44 MIMERS-CoV

RdRpSeq assay:

EMC-SeqRdRP-Rev: GCA TWG CNC WGT CAC ACT TAG G
EMC-SeqRdRP-Fwd: TGC TAT WAG TGC TAA GAA TAG RGC
EMC-SeqRdRP-Rnest: CAC TTA GGR TAR TCC CAW CCC A
W=A/T, N=A/C/T/G, R=A/G

Fragmentsize: first round : 242bp (including primers),
second round 228 bp (including primers)

Nseq assay:

EMC-SeqN-Fwd: CCT TCG GTA CAG TGG AGC CA
EMC-SeqN-Rev: GAT GGG GTT GCC AAA CAC AAAC
EMC-SeqN-Fnest: TGA CCC AAA GAATCCCAACTAC
Fragmentsize: first round : 306-312 bp (including primers),
second round 279-285 bp (including primers)

Reference:
Corman/Milleret al.; Eurosurveillance, Volume 17, Issue 49, 06 December 2012
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Example of hCoV-EMC/2012 antibody-positive serum samples using conventional slides:

151%'3[?}1 231112 I:f!ggaque serum
¢1 universitats
klinikumbonn
Institut fiir Virologie

Reference:
Caorman/Mller et al.; Eurosurveillance, Volume 17, Issue 49, 7 December 2012
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