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Supplementary File S1. Multiple amino acid sequence alignment of Rev proteins from SRLVs strains.
Multiple sequence alignments using MFFAT (Multiple Alignment using Fast Fourier Transform, v7.429) were
done using several CAEV and Visna strains. NLS key-residues are indicated in bold while those composing
the NoLS are underlined. Hydrophobic residues composing the NES are shown in bold. This study was
carried out with M63105.1 CAEV Cork strain as the reference sequence. The letters/numbers in the left column

NLS/NoLS

NES

LPAGHSHHGNK$RR-RRRQSGEWRWLRGI Rl

IPTGHSHHGNK
IPTGHSHHGKK
IPTGHSHHGKK
IPTGHSHHGKK
IPTGHSHHGKK
IPKSYSDNGNK:
IPKGDHNNGSK]
LPKGDNNNGDK]]
QLGDGDPGATRH

NSGDRTTGGIG
NSGDRSTGGIG
NSSDRSTRGPG
NSGDRSTGGSG
NHSDRRTSGPR

RR-RRRKSGFWRWLRGI-R
RR-RRRKSGFWRWLRGI-RI
RR-RRRKSGFWRWLRGI-RI
RR-RRRKSGFWRWLRGI-R
RR-RRRKSGFWRWLRGI-R
RRGRRKRAGFWKWLRGI-R
KR-RKRNRGWWRRLRGVIR!
RRRRRRNRGWWKQLREIMQ
RR-RRRRKGWWRWLREMQR
bRR-RRRGRGWFRWLRKL-R/
bRR-RRR-RGWYRWLRKL-R/
bKT-KKK-RGWYKWLRKL-R/
bKT-KKK-RGWYKWLRKL-R/

KT-KRR-KGWFQWLRKL-R/

KS-KKR-RGWYKWLRRL-K?

bKP-KRR-HGWFKWLRKL-K?

5 keee KKk

QRDKPKGDSEK(
DORNKRKSDSTE]
QONRPKSDSTES]
QONRPKSDSTES
QONRPKSDSTEY
QONRPKGDSTEY
HOQRAAKSNNQEY
RGTTIQETNPDRY
'RRANTTNDYSRY
RQORN----YEH
RRRFTEP---DPI]
RRREFTEP---DPI]
RREKNIPSQFYPN
RREKNIPSQFYPI]
AREKNIPSQFYPI
AREKNIPAQFYPI
AREKTIPAEFYPI)

LGSCVGALAELTLHEA

LEPCLGALAELTLH
LGPCLGALAELTLH
LGPCLGALAELTLH
LEPCLGALAELTLH
LEPCLGALAELTLH
MEQCVGALGNLTL
LEDCREPMERLTLH
LEQCCGAMEQLTMH
LEESLGDLEKLTLA
LEDPVPGMETLTL
LEDPIPDVEALTLI
MESNMVGMENLT LY
MESNMVGMENLT LY
MEGNCAGLENLTL!
MEGINDGMENLNLH
LEGNIAGLEELCL

*

correspond to the accession numbers found in GenBank.

104
104
100
100
100
100
105
107
108
75

101
85

117
117
117
117
114



