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QIAGEN
RLT RNeasy
QIAGEN
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RLT buffer 10 uL DNA
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) TRIZOL
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100ng RNA
2
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dT CDNA 2
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CRNA random primer
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T7 RNA ENZO
CTP, UTP CRNA
GeneChip
GeneChip
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dT
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DNA
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CRNA CRNA  Affymetrix
300-500bp
GeneChip
GeneChip Mouse Genome 430 2.0
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Upstream Analysis
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MYH6 MYH7  Foxpl
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3
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ANKRD1 ATP2A2 MYL4 TNNT2  Mef2c
ACTC1 ACTN2 ATP2A2 MYL4 TNNI1
TNNT2 3
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3
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2
- D.
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Gatad Thxb o5 Shh
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