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a Unsegmented RNA viruses b Retroviruses C Segmented RNA viruses
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Table 1| Characteristics of some well-studied examples of restriction factors

Restriction IFN
factor induced?
Fv1 No
TRIMS5a and Yes
TRIM=CYP

APOBEC3 APOBEC3A
family

SAMHD1 Yes

ZAP Yes
Tetherin Yes
Viperin Yes

MxA and Mx1  Yes
IFITM1, IFITM2  Yes

and IFITM3

PKR Yes

Viral targets*

Retroviruses

Retroviruses

Retroviruses, retrotransposons,
hepadnaviruses

Retroviruses

Retroviruses, filoviruses,
alphaviruses

Retroviruses, flaviviruses,
herpesviruses, rhabdoviruses,
paramyxoviruses, arenaviruses

Orthomyxoviruses, flaviriruses,
herpesviruses, alphaviruses,
paramyxoviruses

Orthomyxoviruses, paramyxoviruses,
hepadnaviruses, rhabdoviruses,
alphaviruses, bunyaviruses,
togaviruses, picornaviruses

Orthomyxoviruses, flaviviruses,
coronaviruses

Poxviruses

Viral lifecycle stage
inhibited

Capsid uncoating®
Capsid uncoating®*?

Reverse transcription®®

Reverse transcription®
Viral protein translation®

Budding®

Budding®

Nucleocapsid transport
or another early lifecycle
stepwl

Endosomal fusion or
uncoating®

Viral protein translation'”!

Viral antagonists

None known

None known (escape
through capsid mutations)

Vif (lentiviruses),
Bet (spumaviruses),
Gag (gammaretroviruses)

Vpx (some SIVs),
Vpr (some SIVs)

None known

Nef (some SIVs),

Vpu (HIV-1), Env (HIV-2),
glycoprotein (Ebola virus),
K5 (KSHV)

None known

None known

None known

K3L and E3L (vaccinia virus),
TRS1 and IRS1 (HCMV)*%,
and many others'”

Under positive
selection?

Yes™

Ye553.9$

APOBEC3DE,
APOBEC3G,
APOBEC3H*54950
Ye581.81

Yes®®

Ye 59 798

Yes!®

ND

ND

Yes'**
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@ Country with high incidence of Behcet's disease
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Phylogeny
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