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Table S1. Nucleic acid sequence information of the siRNA and PCR primer

siRNA

Sequence

sense

antisense

circSLC39A8

GUGGUAUCUCUACAGUGUUU

UAAACACUGUAGAGAUACCACT

siRNAI ATT T
circSLC39A8 GUAUCUCUACAGUGUUUAAC AGUUAAACACUGUAGAGAUACT
siRNA2 UTT T
circSLC39A8 CUACAGUGUUUAACUGCUGA  UUCAGCAGUUAAACACUGUAGT
siRNA3 ATT T
Sequence
PCR primer
Forward Reverse
ATGCTATGCAAATCCTGCTGTC
circSLC39A8 CACATGGTGCACTGAAACCG

SLC39A8

GAPDH

hsa_circ_0002346
hsa_circ_0066631
ciRNA31

hsa_circ_0000067

hsa_circ_ 0007167

hsa_circ_0008621
hsa_circ_ 0001386
hsa_circ_0005260

hsa_circ_0023919

hsa_circ_0001495

hsa circ 0001414

hsa_circ_0005994

hsa_circ_0008967

hsa_circ_0008500

PIK3CA

SHCl1

MAPK1

A
CCAGCGCATCGGTCCTATG

ATCAATGGAAATCCCATCACC
A

GTCCCCCGGACAGCTATGAA

CCATGTTTCTGGACGCGGATT

GGGGAAGCAAGTCCCTGTTTT

TGTGGAACACCAAGCACCAC

CCTCCAAGATTCTGGTCTGCT
C

ATAGCAACTGAGGGCTTCGTG

CCTTGGGCATCATCGGACTT

CCCATGTGAAAGAGGTCAGCC

AGCTGCCCAATGATCTGCTTG

GGAGAGGTTGATGTCGAGCA
A

GCAGAATGGGGTGATCGCT

ACTACAACTCGGGGACCTGC

AGAGATCTCATACTTCCTCGC
GT
CGACCTGAAGCTTCTTCTCAG
C

CCACGACCATCATCAGGTGAA

TACTTGGTTCGGTACATGGGT

TACACCAACCTCTCGTACATC
G

CTTCCTGCACCAAGTAAAGAAGT

GACTCCACGACGTACTCAGCG

CTCAAAGGGATTGCTGCAGGT

TTCCACTCTCAGGGCCTAGT

CGACAGTTACACCTACGCAGC

CAGCTGCTTTTACTCAAAGGCATA

GGAGCCATGGTCTGCGATTT

AGCAGCGGTCTAATGCACTG

AGCCTCATCCCACGTCCTTA

GAGGCTGTCAGGGAATCGGA

GCTAGGGGCCTCCCCATGTA

GGCACACAATTATTCCATTCACCA

ACTGGAGCTGCTGGTGTAAA

CACGTGAAACGAAGAACCCCA

TGATCTCTCATGTCCCCCACT

AGAAACTGGGGAGTATCTGGCT

CCTCACGGAGGCATTCTAAAGT

CTGAGTCCGGGTGTTGAAGTC

CATGTCTGAAGCGCAGTAAGATT



CCND2 ACCTTCCGCAGTGCTCCTA CCCAGCCAAGAAACGGTCC

MCL1 TGCTTCGGAAACTGGACATCA TAGCCACAAAGGCACCAAAAG
GAACTGTGCAGATCCTACCTC
PTPN11 TCTGGCTCTCTCGTACAAGAAA
T
CCTTGCACTTCTGAAGAGATT
IL12A ACAGGGCCATCATAAAAGAGGT
GA
CAGCTTGACTCAAAATTCCTG
STAT1 TGAAGATTACGCTTGCTTTTCCT
GA
PDGFRB AGCACCTTCGTTCTGACCTG TATTCTCCCGTGTCTAGCCCA
ERBB3 GGTGATGGGGAACCTTGAGAT CTGTCACTTCTCGAATCCACTG
RAP Probe Sequence
TGAGGACCAAAGTTATCATTTCCAAAGTGGGTATGACCATTCTGACC
782-RAP-1
ATAT
TATCATTTCCAAAGTGGGTATGACCATTCTGACCATATGTCTTTAATA
782-RAP-2
ACATC
GAGTTTTTTCTTGAGGACCAAAGTTATCATTTCCAAAGTGGGTATGA
782-RAP-3
CCATT
GAATTGAGGTCCCTAAGATCCACAGCTTCTTTACAAACGTTCAGAAT
PIK3CA-RAP-1
ATTTCT
TTATCTAATTTATTATATATGTGCTTTGGCAATTCTGGTGAAGATTCTA
PIK3CA-RAP-2
CATT
TACTAGCTGAATTAAATACTGAGAAAGTTTGTCATCTGTTAAATATTT
PIK3CA-RAP-3
TTCCA

shRNA primer Sequence




Forward:
GATCCGGTGGTATCTCTACAGTGTTTACTCGAGTAAACACTG
TAGAGATACCACTTTTTTGGAAG
shRNA1
Reverse:
AATTCTTCCAAAAAAGTGGTATCTCTACAGTGTTTACTCGAGT
AAACACTGTAGAGATACCACCG
Forward:
GATCCGGTATCTCTACAGTGTTTAACTCTCGAGAGTTAAACA
CTGTAGAGATACTTTTTTGGAAG
shRNA2
Reverse:

AATTCTTCCAAAAAAGTATCTCTACAGTGTTTAACTCTCGAG
AGTTAAACACTGTAGAGATACCG
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FigureS1 (A) Retinoblastoma cells were sequenced with human retinal epithelial cells for total



RNA classification. (B) qPCR detection of the most significantly differentially expressed 14

circRNA expression levels in duplicate experiments. * p<0.05.
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FigureS2 Go analysis of circSLC39A8 downstream genes.
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FigureS3 Pathway analysis of circSLC39A8 downstream genes.



Ampicillin P v
o “"-'33;-:‘;:;}‘ .
Y 4 RRE
puCon
\ 2 pLVX-ShRNA2-Puro ©—cppPPT/CTS
—-U6 promoter
8998 bp , BamHI (2440)
| Eco RI(2457)
“CMV promoter
L - e " ZsGreent
WPRET e
Puromycin PGK promoter
50 60 70 80 90 100

sh1 GGTTCCli GGTATCTCTA

FigureS4 circSLC39AS8 stable silencing plasmid vector mapping and construction of successful

sequencing matching results.



