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(-)ssRNA
(+)ssRNA
2’-PDE

3CLpro (3CLP™)
aa

AAbV

AlC

AMP, ADP, ATP
ANK

APRAV

AsD

BIC

BNV1

BPNV

BRV

BSA

CAWV

CIP

CMP, CDP, CTP
CoV

CPD

CPE

CPU

CR domain
DdCoV

DEmMARC
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negative-sense single-stranded RNA
positive-sense single-stranded RNA
2’,5’-phosphodiesterase

3C-like protease

amino acid

aplysia abyssovirus 1

Akaike information criterion
adenosine mono-, di-, triphosphate
ankyrin domain

African pouched rat arterivirus
arterivirus-specific domain
Bayesian information criterion
Beihai nido-like virus 1

ball python nidovirus

Breda virus

bovine serum albumin

Cavally virus

calf intestine alkaline phosphatase
cytidine mono-, di-, triphosphate
coronavirus

cyclic phosphodiesterase
cytopathic effect

central processing unit
cysteine-rich domain
duck-dominant coronavirus

DivErsity pArtitioning by hieRarchical Clustering



DeMAV
DNA

dsRNA

EAV
EM
ER
EToV
EVD
ExoN
FN2
FSBG
GAV
GMP, GDP, GTP
GTase
HE
HEL1
HGT
HMM
HVR
IBV
ICTV
InfV
ISH
kb
KRCV

KRTGV
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De Brazza's monkey arterivirus
deoxyribonucleic acid
double-stranded RNA

nidovirus envelope protein

equine arteritis virus

electron microscopy

endoplasmic reticulum

equine torovirus

extreme value distribution

DEDDh subfamily exoribonuclease
fibronectin type Il domain
5'-(4-fluorosulfonylbenzoyl)guanosine
gill-associated virus

guanosine mono-, di-, triphosphate
guanylyltransferase
hemagglutinin-esterase
superfamily 1 helicase

horizontal gene transfer

hidden Markov model
hypervariable region

infectious bronchitis virus
International Committee on Taxonomy of Viruses
influenza virus

in situ hybridization

kilobase

Kibale red colobus virus

Kibale red-tailed guenon virus
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LAMPA
LDV

LGT

MAR
MCMC
MERS
MHV
ML
MMP-2
Mpro (MP™)
MRCA
mMRNA
MSA
MTase
N

n.a.

n.d.
NAD
NDiV
NendoU
NGS
NiRAN
NMP, NDP, NTP
N-MT
nsp

nt
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LArge Multidomain Protein Annotator
lactate dehydrogenase-elevating virus
lateral gene transfer

nidovirus matrix protein
mono-ADP-ribose

Markov chain Monte Carlo

Middle East respiratory syndrome
mouse hepatitis virus

maximum likelihood

matrix metalloproteinase-2

main protease

most recent common ancestor
messenger RNA

multiple sequence alighment
methyltransferase

nidovirus nucleocapsid protein

not applicable

not done

nicotinamide adenine dinucleotide
Nam Dinh virus

uridylate-specific endonuclease

next generation sequencing

nidovirus RdRp-associated nucleotidyltransferase

nucleoside mono-, di-, triphosphate
SAM-dependent N7-methyltransferase
non-structural protein

nucleotide
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O-MT SAM-dependent 2'-O-methyltransferase
ORF open reading frame

p.i. post infection

p.t. post transfection

PAR poly-ADP-ribose

PBJV Pebjah virus

PCBP poly(C) binding protein

PDB Protein Data Bank

Pkinase protein kinase

PLP papain-like protease

polyA polyadenylate

pp polyprotein

PPD pairwise patristic distance

PRF programmed ribosomal frameshifting
PRRSV porcine reproductive and respiratory syndrome virus
PSCNV planarian secretory cell nidovirus

PSSM position-specific scoring matrix

PV poliovirus

RdRp RNA-dependent RNA polymerase

RHD Rel homology domain

(RLM) RACE (RNA ligase-mediated) rapid amplification of cDNA ends
RMSD root mean square deviation

RNA ribonucleic acid

RNase T2 ribonuclease T2

RNP RNA-protein

RsD ronivirus-specific domain

RTC replication-transcription complex
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RTPase
S

SAM
SARS
SD

S8

SH3 domain
SHEV
SHFV
S|
SPase
SPR
SuD
TAP
TGEV
™
tRNA
TRS

Ub
UMP, UDP, UTP
UTR
WBV
WIHAV
WPDV
wt
ZBD

ZnF
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RNA 5’-triphosphotase

nidovirus spike protein

S-adenosyl methionine

severe acute respiratory syndrome
standard deviation

subgenomic

Src homology 3 domain

simian hemorrhagic encephalitis virus

simian hemorrhagic fever virus
standard inoculum

signal peptidase

subtree pruning and regrafting
“SARS-unique” domain

tobacco acid pyrophosphatase
transmissible gastroenteritis virus
transmembrane

transfer RNA
transcription-regulating sequence
ubiquitin

uridine mono-, di-, triphosphate
untranslated region

white bream virus

Wuhan Japanese halfbeak arterivirus

wobbly possum disease virus
wild-type
zinc-binding domain

zinc finger
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