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A. Structure of stealth RNA vector genome 3’ terminal Sequence derived from human
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[FIG. 3]

[FIG.3]
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[FIG.4]
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[FIG.6]

[FIG.6]
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[FIG. 7]

[FIG.7]
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DNA cleaved by restriction endonuclease (RE) A and DNA cleaved by RE D have
identical end structure, and can be covalently bound by DNA ligase. Similarly, DNA H Transcription
cleaved by RE B and DNA cleaved by RE C have identical end structure, and can be start signal
covalently bound by DNA ligase. Therefore, cDNA fragment cleaved by RE A and RE I Transcription
B can be inserted into a site cleaved either by combination of RE A and REC or by termination signal

combination of RE D and RE B,

6/22



[FIG. 8]

[FIG.8 ]
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[FIG. 9]

[FIG.9]
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[FIG. 10]

[ FIG.10] Xmal-Notl fragment derived from Plasmid #7
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[FIG.13]

Genome Structure of Stealth RNA Vector #1
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[FIG. 14]

[FIG.14]
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[FIG.15]

Genome Structure of Stealth RNA Vector #2
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[FIG. 16]

[FIG.16 ]
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[FIG. 17]

[FIG.17 ]
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[FIG. 18]

[FIG.18]
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[FIG. 19]

[FIG.19]
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[FIG. 20]

[FIG.20]
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[FIG. 21]
[FIG.21]
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[FIG. 22]
[FIG.22 ]
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[FIG.23 ]
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[FIG. 24]

[FIG.24 ]
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[FIG. 25]

[FIG.25]
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[FIG. 26]

[FIG.26 ]
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[FIG. 27]

[FIG.27 ] Bispecific 1gG
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