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Supplementary Table 1. Vectors used in the study
	Name
	Vectors

	circPTGR1
	PCDH-CMV-EF1A-EGFP-T2A-PURO

	sh-circPTGR1
	pLKO.1-U6-EF1a-copGFP-T2A-puro

	FAK
	pEnCMV-PTK2 (human)-Linker-EGFP-SV40-Neo, P27795 

	EIF4A3
	pEnCMV-EIF4A3-3×FLAG, P8968





	Supplementary Table 2. Sequences of shRNAs and siRNAs

	Name
	Sequences

	Sh-circPTGR1-1
	GTTAACAACTATAATAGTTGTGGAAAGTAAATTCAAGAGA TTTACTTTCCACAACTATTATTTTTTTCCTCGAG

	Sh-circPTGR1-2
	GTTAACAACTATTTTGATAATAGTTGTGGAATTCAAGAGA TTCCACAACTATTATCAAAATTTTTTTCCTCGAG

	Sh-circPTGR1-3
	GTTAACAACTGATAATAGTTGTGGAAAGTAATTCAAGAGA TTACTTTCCACAACTATTATCTTTTTTCCTCGAG

	siFAK-1
	CAGGAAGCCTCTCACTAATTAGTTT

	siFAK-2
	CGTCACCTATTAAATGCAGAGCTCA

	si-NC(FAK)
	GCTAGAAGTTGTTAGTTTACT

	siEIF4A3-1
	CAGCAACGAGCAATCAAGCAGATCA

	siEIF4A3-2
	CAGCCACCTTCAGTATCTCAGTCCT

	si-NC(EIF4A3)
	GCTAGAAGTTGTTAGTTTACT





Supplementary Table 3. KEGG enrichment analysis of the top 200 downregulated genes between CRC patients with high and low miR-4725-5p expression
	ID
	Description
	Gene Ratio
	Bg Ratio
	P value
	Gene ID

	hsa01521
	EGFR tyrosine kinase inhibitor resistance
	6/83
	80/8846
	0.0001
	FGFR2/JAK2/SOS2/MET/BCL2/PTEN

	hsa04071
	Sphingolipid signaling pathway
	6/83
	122/8846
	0.001
	ROCK1/PPP2R3A/GNAQ/SGMS2/BCL2/PTEN

	hsa04151
	PI3K-Akt signaling pathway
	10/83
	362/8846
	0.002
	FGFR2/PPP2R3A/JAK2/SOS2/MET/ITGAV/NTRK2/ITGA2/BCL2/PTEN

	hsa04510
	Focal adhesion
	7/83
	203/8846
	0.002
	ROCK1/SOS2/MET/ITGAV/ITGA2/BCL2/PTEN

	hsa04261
	Adrenergic signaling in cardiomyocytes
	6/83
	154/8846
	0.003
	PPP2R3A/RPS6KA5/CACNA1C/GNAQ/CACNA2D3/BCL2

	hsa05412
	Arrhythmogenic right ventricular cardiomyopathy
	4/83
	86/8846
	0.008
	ITGAV/CACNA1C/CACNA2D3/ITGA2

	hsa05222
	Small cell lung cancer
	4/83
	93/8846
	0.011
	ITGAV/ITGA2/BCL2/PTEN

	hsa05215
	Prostate cancer
	4/83
	98/8846
	0.013
	FGFR2/SOS2/BCL2/PTEN

	hsa05410
	Hypertrophic cardiomyopathy
	4/83
	99/8846
	0.013
	ITGAV/CACNA1C/CACNA2D3/ITGA2

	hsa05414
	Dilated cardiomyopathy
	4/83
	105/8846
	0.016
	ITGAV/CACNA1C/CACNA2D3/ITGA2





Supplementary Table 4. Primers for qRT‒PCR
	Name
	Primer Sequence（5'→3')

	GAPDH-F
	GAGTCAACGGATTTGGTCGT

	GAPDH-R
	GACAAGCTTCCCGTTCTCAG

	hsa_circ0003731-F8
	GGGTCTGATGAAAAGGTTGCCTA

	hsa_circ0003731-R8
	AGGGCTACATTTTTACTTTCCACAA

	EIF4A3-F1
	GGAGATCAGGTCGATACGGC

	EIF4A3-R1
	GATCAGCAACGTTCATCGGC

	PTK2-F
	CTCTCGAGGCAGTATTGACAG

	PTK2-R
	AGGATTTCTTTCCGCCCAAT

	CDK6-F
	TCTTCATTCACACCGAGTAGTGC

	CDK6-R
	TGAGGTTAGAGCCATCTGGAAA

	hsa-U6-F3
	CTCGCTTCGGCAGCACATA

	hsa-U6-R3
	AACGCTTCACGAATTTGCGT

	hsa_miR-4725-5p-RT
	GTCGTATCCAGTGCAGGGTCCGAGGTATTCGCACTGGATACGACGGTGGG

	hsa_miR-4725-5p-F1
	AGACCCTGCAGCCTTCC

	hsa_miR-1254-RT
	GTCGTATCCAGTGCAGGGTCCGAGGTATTCGC ACTGGATACGAC

	hsa_miR-1254-F1
	GCCTGAAGCTGGAGCC

	Universe-R
	GTGCAGGGTCCGAGGT

	PTGR1(87)-F
	GCTGAGCTCCCACCCTTAAA

	PTGR1(87)-R
	TTTGGCTGCCACTCTCATGT

	circ-PTGR1（up）-F
	TGCTCAGGAGGTTGTTGTGA

	circ-PTGR1（up）-R
	CCATTCATGTGCTAACCCGC

	circ-PTGR1（down）-F
	TTGCTCCCATTACTGCCTGA

	circ-PTGR1（down）-R
	GGTGATGGGAGACAGTGACA

	hsa_circ_0084615-F
	ACTTATCAGAGGTGCTTCAAGG

	hsa_circ_0084615-R
	TGTGTCCTCCATGCTTTGTCT

	hsa_circ_0042881-F
	ATGAAAACAACATGAATAAGC

	hsa_circ_0042881-R
	TTTTCAGCAGCTTCTCCAAATA


Supplementary Table 5. Sequence of genes involved in the study
	[bookmark: _Hlk187796981]Name
	Sequences

	hsa_circ_0003731(circ-PTGR1）
	AGTTGTGGAAAGTAAAAATGTAGCCCTACCAAAAGGAACTATTGTACTGGCTTCTCCAGGCTGGACAACGCACTCCATTTCTGATGGGAAAGATCTGGAAAAGCTGCTGACAGAGTGGCCAGACACAATACCACTGTCTTTGGCTCTGGGGACAGTTGGCATGCCAGGCCTGACTGCCTACTTTGGCCTACTTGAAATCTGTGGTGTGAAGGGTGGAGAAACAGTGATGGTTAATGCAGCAGCTGGAGCTGTGGGCTCAGTCGTGGGGCAGATTGCAAAGCTCAAGGGCTGCAAAGTTGTTGGAGCAGTAGGGTCTGATGAAAAGGTTGCCTACCTTCAAAAGCTTGGATTTGATGTCGTCTTTAACTACAAGACGGTAGAGTCTTTGGAAGAAACCTTGAAGAAAGCGTCTCCTGATGGTTATGATTGTTATTTTGATAAT

	miR-4725-5p mRNA 3’UTR
	GTGTCTCTCTGGAGACCCTGCAGCCTTCCCACCCACCAGGGAGCTTTCCATGGGCTGTGGGGAAGGCGTCAGTGTCGGGTGAGGGAACAC

	FAK（PTK2）mRNA 3’UTR
	GCCTCCCCTAGGAGCACGTCTTGCTACCCTCTTTTGAAGATGTTCTCTAGCCTTCCACCAGCAGCGAGGAATTAACCCTGTGTCCTCAGTCGCCAGCACTTACAGCTCCAACTTTTTTGAATGACCATCTGGTTGAAAAATCTTTCTCATATAAGTTTAACCACACTTTGATTTGGGTTCATTTTTTGTTTTGTTTTTTTCAATCATGATATTCAGAAAAATCCAGGATCCAAAATGTGGCGTTTTTCTAAGAATGAAAATTATATGTAAGCTTTTAAGCATCATGAAGAACAATTTATGTTCACATTAAGATACGTTCTAAAGGGGGATGGCCAAGGGGTGACATCTTAATTCCTAAACTACCTTAGCTGCATAGTGGAAGAGGAGAGCATGAAGCAAAGAATTCCAGGAAACCCAAGAGGCTGAGAATTCTTTTGTCTACCATAGAATTATTATCCAGACTGGAATTTTTGTTTGTTAGAACACCCTTCAGTTGCAATATGCTAATCCCACTTTACAAAGAATATAAAAGCTATATTTTGAAGACTTGAGTTATTTCAGAAAAAACTACAGCCCTTTTTGTCTTACCTGCCTTTTACTTTCGTGTGGATATGTGAAGCATTGGGTCGGGAACTAGCTGTAGAACACAACTAAAAACTCATGTCTTTTTTCACAGAATAATGTGCCAGTTTTTTGTAGCAATGTTATTTCTCTTGGAAGCAGAAATGCTTTGTACCAGAGCACCTCCAAACTGCATTGAGGAGAAGTTCCAGAACCATCCCCTTTTTCCATTTTTATATAATTTATAAAGAAAGATTAAAGCCATGTTGACTATTTTACAGCCACTGGAGTTAACTAACCCTTCCTTGTATCTGTCTTCCCAGGAGAGAATGAAGCAAAACAGGAATTTGGTTTTCTTTTGATGTCCAGTTACACCATCCATTCTGTTAATTTTGAAAAAATATACCCTCCCTTTAGTTTGTTGGGGGATATAAATTATTCTCAGGAAGAATATAATGAACTGTACAGTTACTTTGACCTATTAAAAAGGTGTTACCAGTAAAGTTCTTGTTGTAATATCCTT

	PTGR1 intron 4 sequence (Upstream), highlighting the binding sites for EIF4A3
	ATCCTGCCCAATATGGCAAAACCCCGTCTCTACTAAAAATACAAAAATTAGCTGGGCGTAGTGGCACGCGCCTGTATTCCCAGCTATTTGGGAGGCTGAGGCAGGAGAACTGCTTGAACCCGGGAGTCAGAGGTTGCAGTATGCCGAGATGGCACCATTGCACCCAGCCAGGCAACAGAGCGAGACTCTGTTTCAAAAAATAAATAAATAAATACATACATATAGTATACATTTTTAAATATACCATTAAGATTGACAGAAAATACACCCAAATGTTAGCAGTTGTCTTTGTGCTGTCAGATTAGAACTGATATTTTTGTTTTATATGTTTAAAATTTTCTAGAATAAATATGCATTATATAACTTTATGATCTGGGAAGGAAAGATGGTAAAGAAGGATAAAGAGTTGGATGAAGAAAAGGGAATCAGTAAATGAGACAGAAAGGGTGCAGCTTAGAGGAGGAGGCAAAAAGCCAGCAGAGATCAGTACCCTGGGAACCAATGAGGGAAGACTTTTGGGTGACCCTGTGTTAATAGAGTGGAAAAGGGTAGGCTGGGCGCAGTGGCTTACACCTGTAATCCTAGCACTTTGGGAGGCCAAGGCAGGTGGATCACCTGAGGTCAGGAGTTCGAGATCAGCCTGGCTAACATGGTGAAACCCTGTCCCTACTAAATATACAAAAATTAGTCTGGTGTTGTTGTGGTGGGCGCCTATAATCCCAGCTGCTGAGGCAGGAGAATTGCTTGAACCCAGGAAGTGAAGGTTGCAGTGAGCTGAAATCACACCACTGCACTCCAGCCTGGGCGACAAGAGCAAGACTCCATCTTAAAAAAAAAAAGTATGCATATATATATATATATAGAGAGAGAGAGAGAGAGAGAGTGGAAAAGTAAAATCAGACAATGATTAAGGAATATCCACTGGATTTTGTGCTCAGGAGGTTGTTGTGACCTTAGTGGAGTAGTAGGGGTGGAAGGCAGGTTGCAGCGGGTTAGCACATGAATGGGAAGTGAAGAAGTTTGGCTGAAAAAGGAAGACGAAGGGGCAAGGAGCTAGGGGAGGGATGGGATTATAAGATGGCAGACTTGAGCATGCTTATATTTTGAGTGAAAGGGACAGTAGAGAGGAAAATCTCAACGATTCTGGAAAGTGGAAGGCTAAGGGAAAGAGAGCGACACCTGAAGAAGAGAAGGCTAGTGTCCAGGTCACCTTGAGCCACAGGACAGAGGCCTCTTGCTTAAAAGGAAGAGATGTGGGTGAGAACAGGCGCTCCTCACCCCATGAGCCACTCCTTCCTCAAGTGGCTGGGCCAGTTGAGAGTTCTCTGGTGACCCCTATGCCGATGGCTAAGAATTAAGATGGAGAGGGGTGGTGGACTATCAGTTGTGGAATATCAACCTCAGTGCACTTTTGTCAACACTAACCACACAGCATCCTGACTCCCTTGAAAGGGAAGACATGTCACATGCCTTAATGCCTTAATGTGCTTTATCTTTCAG

	PTGR1 intron 7 sequence (Downstream), highlighting the binding sites for EIF4A3
	GTAAGTACAAACTGGACTTAATATCTAATTTATTATGGAAGTACTATATAAAGCAGGAGTCTCCTACCCCTGGGCCATGGATGGTTAGTGGTCCATAGCCTATCAGGAACTGGGATGCACAGCAGGAGGTGAGGGGCAGGTGAGCAAGCAAAGCTTCATCTGTATTTACAGCCCTTCCCCATTGCTCCCATTACTGCCTGAGCTCCGCCTCTTCTCAGAACAGTGGCAGCATTAGATTCCCATAGAAGTGTAAACCCTGTTGTGAACTATGCATGTGAGGGATCTAGGTTGTGCGTTCCTTATGGAGATCGCACTACTCAGGTGCCTGATGATGCCTGATGCCTAATGATCTGTCACTGTCTCCCATCACCCCCAGATGGGACCGTCTAGTTGCAGGAAAACTCACCCACTGATTCTATGGTTATGGTGAGTTGTATAATTATTTCATTGTATATTACATTGCAATAATAATAGAAATAAAGTGCACAATAAACACAATGTACTTGAATCATCCTTGAAACCATCCCCCCAACAATCGATGGAAAAATTGTCTTCCAATGAAACTGCTCCCTGGTGCCAAAAAGGTTGAGGACCGCTGATACAAGGGAATATATTCCTAGAGTTTCCATTTTGGGGTACATGAAGAAAGTATATATGCCTTTTTTAAAAAACAGCTTTATTGAGATATCATTCATGTACCATGTAATTCACTCATTTAACGTGTAGAAGTCAATGTTTTTTACTATATTGGCAAAATTGTACAACCAGTTTAAGAATATTTTCATCACCCCCCCCAAAAAACGCTACTCATTAGCAGTCACTCTCCATTACCACCCTCCTCCCCACTAAAAGTGGTCTCTTATGACTGGCATCTTTCACTTAGCAAAATGTTTTCAAGTTTCATCCATATCATAGAATTTATCAGTGCTTTATTCCTTTTTTTTGTTTTTTGAGACAGGATCTCACTCTGTCACCTAGGCTGGAGTGCAGTGGTGTGATC
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