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[FIG. 3]
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# '"HsclL-12" is a gene expressing human-derived IL-12
## 'Hshc-Met' is a gene expressing shRNA for targeting human-derived c-Met

% Having a mutation wherein 45th Glu residue of a nucleotide sequence
encoding an Rb binding site located in EIA gene sequence is substituted with Gly,
and a mutation wherein the 121-127th amino acid sequence thereof is entirely
substituted with Gly
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[FIG. 5a]
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[FIG. 5b]
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[FIG. 6]
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[FIG. 7a]
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[FIG. 7b]
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[FIG. 8a]
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[FIG. 8b]
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[FIG. 9a]

1. 5% FBS RPMI (fresh media)

2. H1975-culture media (H1975-CM)

3. HE5cT-Rd19-RGD infection H1975-CM:

4. HE5cT-Rd19-RGD/HsciL~12 infection H1975-CM

5. HE5cT-Rd19-RGD/Hshc-Met infection H1975-CM

6. HE5cT-Rd19-RGD/HsciL-12/Hshc-Met infection H1975-CM
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[FIG. 9b]
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[FIG. 9c]

1. 5% FBS RPMI (fresh media) X200
2. H1975-culture media (H1975-CM)

3. HESCT-RA19-RGD infection H1975-CM

4. HESCT-Rd19-RGD/HscIL-12 infection H1975-CM

5. HE5CT-Rd19-RGD/Hshc-Met infection H1975-CM |

6. HE5CT-Rd19-RGD/HsclL-12/Hshc-Met infection H1975-CM
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[FIG. 9d]
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[FIG. 10]
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[FIG. 11]
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[FIG. 12]
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% Having a mutation wherein 45th Glu residue of a nucleotide sequence encoding
an Rb binding site located in EIA gene sequence is substituted with Gly, and a
mutation wherein the 121-127th amino acid sequence thereof is entirely substituted
with Gly
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[FIG. 13a]
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[FIG. 13b]
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[FIG. 13c]
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[FIG. 14]
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