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FIG. 1A

Improvement of temperature sensitivity by P protein

35°C
38.5°C
> 1.E+00
2
g
c
S 1.E-01
(&)
o
o
O
0
5 1.E-02
=
£
S  1.E-03
(G
K
O
L=y
S 1.E-04

mutation introduction

P2 P2m3SY

g L
Bty

FIG. 1B

®35°C 038.5°C



2/8

FIG. 2

Improvement of temperature sensitivity by P protein

mutation introduction
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FIG. 3

Improvement of temperature sensitivity by P protein

mutation introduction
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FIG. 4

Improvement of temperature sensitivity by combination
of P protein mutation introduction and L protein
mutation introduction
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FIG. 5A

Evaluation of elimination of SeV vector by temperature shift
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FIG. 5B
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Evaluation of cell proliferation using temperature-sensitive vector
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FIG. 7A
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FIG. 8
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SEQIDNO: 18 S L AR . TR . S .
. B DD S 1 GVQVETISPGOGRTFPKRGQTCVVHYTGMLEDGKKVDSSRDRNKPFRFMLEKQEVIRGWEEGVAQNSVGQRAKLTISPDY 8o
S ; + 4 + + 3 EEN
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FIG. 9A
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FIG. 9B
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M:(183S) HN:(264R) HN:(264K)
HN:(264R)
. Cre acts, the region between loxPs is
eliminated, and F is expressed
»® VAI, WPRE and polyA sequences are
P IxP p¢ linked to the 3' UTR of F

PCALINALV-F | cac [l icoNeoR,mal]| F 1] o | Amer |

t

Only clones with the copy number of a certain level or more are
selected by the NeoR moiety

Clones in which the region between loxPs is not correctly eliminated
by the iCaspase9 (iC9) moiety are excluded
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FIG. 11B
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FIG. 12

Sequence alignment of DD tag
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MGVQVETISPGDGRTFPKRGQTCYVHYTGMLEDGKKEDSSRDRNKPFKEVL GKQEVIRGHW

-GVQVETISPGDGRTFPKRGQTCVVHYTGMLEDGKKVDSSRDRNKPFKFMLGKQEVIRGW
MGVEIETISPGDGRTFPKKGQTCVVHYTGMLONGKKFDSSRDRNKPFKFRIGKQEVIKGF
MGVQVETISPGDGRTFPKRGQTCVVHYTGMLEDGKKFDSSRDRNKPFKFMLGKQEVIRGW
MGVEIETISPGDGRTFPKKGQICVVHYTGMLOQNGKKFDSSRDRNKPFKFRIGKQEVIKGF
MGVQVETISPGDGRTFPKRGQTCVVHYTGMLEDGKKFDSSRDRNKPFKFMLGKQEVIRGW
MGVEIETISPGDGRTFPKKGQICVVHYTGMLOQNGKKFDSSRDRNKPFKFRIGKQEVIKGF
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EEGVAQMSVGQRAKLTISPDYAYGATGHPGIIPPNATLIFDVELLKLE 108
EEGVAQMSVGQRAKLTISPDYAYGATGHPGIIPPHATLVFDVELLKPE 107
EEGAAQMSLGQRAKLTCTPDVAYGATGHPGVIPPNATLIFDVELLNLE 108
EEGVAQMSVGQRAKLTISPDYAYGATGHPGIIPPHATLVFDVELLKLE 108
EEGTAQMSLGQRAKLTCTPDVAYGATGHPGVIPPNATLIFDVELLSLE 108
EEGVAQMSVGQRAKLTISPDYAYGATGHPGIIPPHATLVFDVELLKLE 108
EEGAAQMSLGQRAKLTCTPDVAYGATGHPGVIPPNATLIFDVELLNLE 108
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