Oncopeptide MBOP encoded by LINC01234 Promotes Colorectal Cancer through MAPK Signaling Pathway
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Fig. 2A upper panel
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Fig. 2C left panel
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Fig. 2C upper and right panel
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Fig. 2C lower panel
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Fig. 2C lower panel
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Fig. 2C lower panel
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Fig. 3A
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Fig. 4A
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Fig. 5A LETF panel
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Fig. 5A RIGHT panel
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Fig. 5B LETF panel
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Fig. 5B RIGHT panel
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Fig. 5B LETF panel
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Fig. 5C  co.gFpP ORFmM-GFP ORF-GFP
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Fig. S4E
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' RATIO1 1 0.894415 0.88613 1.055904 1.234431
1 MAFEA/GAPDH 10.43354 10.97644 12.28377 9.309776 8455117
RATIO? 1 1.052035 1.177335 0.892293 0.810379
0.5 MBOP/GAPDH  1.346661 2.508485 2309537 2.342087 2.195372
RATIO3 1 1.862745 1.71501 1.739181 1.630235




Fig. 6D
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