
Cell Systems, Volume 11
Supplemental Information
A Sweep of Earth's Virome Reveals Host-Guided

Viral Protein Structural Mimicry and Points

to Determinants of Human Disease

Gorka Lasso, Barry Honig, and Sagi D. Shapira



a b

Figure S1

So
ur

ce
 o

f s
tr

uc
tu

ra
l t

em
pl

at
e Virus

Bacteria

Plant & Fungi

Invertebrate

Vertebrate

Bac
ter

ia-
inf

ec
tin

g

Plan
t &

 Fun
gi-

inf
ec

tin
g

Inv
ert

eb
rat

e-i
nfe

cti
ng

Vert
eb

rat
e-i

nfe
cti

ng

hu
man

-in
fec

tin
g

Viruses

Fr
ac

tio
n 

of
 v

ira
l p

ro
te

in
s 

w
ith

st
ru

ct
ur

al
 te

m
pl

at
e

Bac
ter

ia-
inf

ec
tin

g

Plan
t &

 Fun
gi-

inf
ec

tin
g

Inv
ert

eb
rat

e-i
nfe

cti
ng

Vert
eb

rat
e-i

nfe
cti

ng

hu
man

-in
fec

tin
g

Viruses

Figure S1| Structural coverage of viral proteins. a, Fraction of viral proteins, grouped based
on the taxonomic division of the corresponding host, with a sequence homolog whose structure 
is experimentally known (structural template). b, Fraction of the structural templates belonging
to a particular taxonomic division identified for different groups of viruses.
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Figure S2| Virome-wide scan rediscovers known viral-host structural mimics. Shown are 
examples of known viral-host structural mimics (Fernandez et al., 2000, Franzosa and Xia, 2011, 
Elde and Malik, 2009, Li et al., 1997, Kvansakul et al., 2007, Burg et al., 2015) recapitulated with 
structural neighbor search. Viral and host proteins are colored in red and blue respectively. SAS 
is shown in black. 
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