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Gap-projection ASO36 log2FC

Mapping-gap projection reorders coefficients
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Principal-component associations in PRINA575967

Time A @ 0.03 0.12

Treatment - -0.11

Salmon A -0.45 @ 0.43

STAR unique A -0.08 -0.22 0.48

STAR-Salmon gap A 0.50 015

PC1 PC2 PC3
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