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FICZ Chemical Structure StemRegenin 1 Chemical Structure

CAS No. : 172922-91-7 CAS No. : 1227633-49-9
Figure S1 The chemical structures of FICZ (left) and SR1 (right) (quoted from MCE website).
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Figure S2. AhR/ARNT motif (quoted from JASPAR website)

Table S1. Predicted binding sites of CYP1A1, Gpc3, Smpd3 and AhR/ARNT (quoted from

JASPAR website)
Matrix ID Name Score Relative score Sequence ID (Cyplal) Start End Strand  Predicted sequence
MAOQ0D6.1 Ahr:Arnt 6.15805  0.853842612  NC_000075.6:c57704424-57703824 58 63 - TGTGTG
MAO006.1 Ahr:Amnt 6.15805  0.853842612  NC_000075.6:c57704424-57703824 60 65 - TGTGTG
MAO00D6.1 Ahr:Arnt 6.15805  0.853842612  NC_000075.6:c57704424-57703824 62 67 - TGTGTG
MA0006.1 Ahr:Arnt 6.15805  0.853842612  NC_000075.6:c57704424-57703824 591 596 - TGTGTG
MAQ006.1 Ahr:Arnt 5.29689 0.81730469  NC_000075.6:c57704424-57703824 126 131 + TGAGTG

MAQQ0E.1 Ahr:Amnt 5.23853 0.814828622  NC_000075.6:c57704424-57703824 361 366 + TGCGTC
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