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Molecular Features Similarities Between SARS-CoV-2, SARS, MERS and Key Human Genes Could

Favour The Viral Infections and Trigger Collateral Effects
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Accession|Hosts|Virus

Clusters

CPB_score

dn"Score

AIG13099|MERs
AAVA9738|SARS
AGY29651|MERs
YP_007188580|MERs
ATO98205|SARs
NP_828851|SARs
AAV49730|SARs
QIA48640|COV2
YP_009724389|COV2
QHR63299|COV2
QIA48641|COV2
YP_009724390|COV2
QHR63300/COV2
YP_007188579|MERs
AGR87639|MERs
AGY29650|MERs
YP_007188577|MERs
YP_007188578|MERS
ATO98203|SARS
NP_828849|SARs
AAVA9729|SARS
NP_828850|SARs
ATO98204|SARS
YP_009513017|MERs
AIG13097|MERs
YP_009513010|MERs
YP_009513008|MERs
YP_009513009|MERS

YP_009725255|/COV2
ATO98206|SARS
NP_828852|SARs
AAVA9731|SARS
QIA48642|COV2
YP_009724391|COV2
QHR63301|COV2

AIG13102|MERs
YP_007188585|MERs
YP_007188582|MERs
AIG13100|MERs
YP_007188583|MERs
QIA48645|COV2
YP_009724394|COV2
QHR63304|COV2
YP_009513011|MERS
YP_009513014|MERS
ATO98211|SARS

NP_849175|SARs
YP_009725318|COV2
QHR63306|COV2
ATO98212|SARS
NP_828857|SARs
AAVA9736|SARS
QIA48646|COV2
QHR63305|COV2
QIA48647|COV2
YP_009724396|COV2
QHR63307|COV2
YP_009513015|MERS
ATO98214|SARS

YP_009513016|MERS
YP_009513012|MERS
YP_009513013|MERS
YP_009724397|COV2
YP_009724395|COV2
ATO98210|SARS
NP_828856/SARS
AAV49735|SARs

ATO98209|SARs
NP_828855|SARS
AAV49734|SARs
YP_009724393|COV2
QIA48644|COV2
QHR63303|COV2
AIG13101|MERs
YP_007188584|MERs
NP_828859|SARs
AAV49740|SARs

YP_009725295|COV2
NP_849176/SARs
YP_009513018|MERS
ATO98215|SARs
AAV49739|SARs
QIA48648|COV2
QHR63308|COV2
AIG13103|MERs
YP_007188586|MERS

NP_849177|SARs
ATO98207|SARS
NP_828853|SARs
AAVA9732|SARS
AAVA9741|SARS
AIG13104|MERs
YP_009513019|MERS
AIG13098|MERs
YP_007188581|MERs
ATO98208|SARs
NP_828854|SARs
AAVA9733|SARS
YP_009724392|COV2
QIA48643|COV2
QHR63302|COV2
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. 6 Proteins

4 envelope protein E
hypothetical protein

2 membrane glycoprotein M
non-structural protein

0 nucleocapsid protein N
ORF

-2

spike protein S

-4 Accession|Hosts|Virus
AY686864|Civets|SARs-like
KC869678|Bats|MERs-like
KY417150|Bats|SARs-like
MN996532|Bats|SARs—Cov2-like
MT040336|Pangolins|SARs—-Cov2-like
NC_004718|Human|SARs
NC_038294|Human|MERs
NC_039207|Hedgehogs|MERs-like
NC_045512|Human|SARs-Cov2
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Supplementary file 4:
Heatmaps clustering using a
hierarchical method of viral
genes based on the measures
of molecular and codon usage
patterns. The viruses whose
genes were included here were
SARS-Cov-2, SARS, and
MERS and the closest viruses
to the common nodes in the
phylogenetic tree of
supplementary file 2.

Civets SARS-like (AY686864),
bats MERS-like (KC869678),
bats SARS-like (KY417150),
bats SARS-CoV-2-like
(MN996532), pangolins SARS-
CoV-2-like (MT040336), human
SARS (NC_004718), human
MERS (NC_038294),
hedgehogs MERS-like
(NC_039207) and the human
SARS-CoV-2 (NC_045512).





