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Figure.S1 The permeability of glioma-conditioned normal BBB was

increased. “ECs” represents co-cultured ECs (hCMEC/D3) with human astrocytes;
“GECs” represents co-cultured ECs (hCMEC/D3) with glioma cells. (A) TEER
values in the in vitro glioma-conditioned normal BBB model. Data represent the mean
+ SD (n = 5, each). *P < 0.05 vs. the ECs group. (B) HRP flux in the in vitro
glioma-conditioned normal BBB model. Data represent the mean + SD (n=5, each).

*P<0.05 vs. the ECs group.

Figure.S2  The prediction results of Bioinformatics software. (A) The

predicted binding site for piR-DQ590027 in the base sequence of MIR17HG. (B) The
predicted binding sites of MIR17HG and miR-153/miR-377. (C) The predicted
binding sites of miR-153 and miR-377 in 3’UTR of FOXR2. (D) The predicted

binding sites of FOXR2 and the promoter regions of ZO-1, claudin-5 and occludin

respectively (“yeloow” represents the binding sites; “red” represents transcription

start site).

Figure.S3 The schematic cartoon underlying the mechanism of
piR-DQ590027 /MIR17HG regulating the permeability of glioma conditioned normal
BBB.
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Accession: D007
Length: 26 bases
Chromosomal position: 13:92005142-02005167 [Minus]
FASTA Sequence:
Srsa_piK.
UGBUTYCOAACTICCUACCUCACOUA

(NCBI37)
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TGACCTCATCACCAGT TTCAGCCTTGGCAGTCGGCGCCGGTGAACGAGAGCAACGCTTCT.
GACCCTGCCGGAGCTCCTCGGAGATGAAAGCCATGACGCGCCTTGCAGAAAATGCATTCC.
GCCTTCCGTGGGAACAACGCCGAGGCACGCGGTGACAGCCGTGACCATGCTGT TTGCCCA.
GTGAAGGAAACAACTGTCGGGTATCGGCTCTGCCGGCCTTTCCAGCCGCACTCATGCATG
GGGCTCACCCCATGATGTGCGTGGCT TGTCGAGGAGCAAGTGGACAAGTCTCTTAAGGAA.
AGCTTTGETGCACAGGCGCTTTCTCCTTGGGGECGAATTCTGCCAGACCTTGGATAAAAA.
CAAACAGGAAGACTCGCACGGCAGCGGAAACTGTCTTCCAAGTTACTTGGGTTACCCGGE.

ﬁGGGCATEGTCAG!GGGCCGGGCGGGGAGGTTTGCGTGGGCGGTGAGTTGGDGECGGCGG
CTGAGCCAGCGEACGCCGCAT TCCTTGECGECORCCEGT TCCCGRGAAGTTACGTGGCGA.
AGCCGECTTCCRAGRAGACGCCAGEAGRCCACGRGTECTGCTGACGEGCAGECGACCAGE
CGAGGCCGACGTGGCCEAGCT

Occludinki &1 [X (4TS5 #1000 % F i+ 20097 FEFOXR2M (048 & 608
ATAAGETGCTTTTTCTCAGGCCAAAGAGCCATAATAGTT TAAATTTCCCRGTCCTCAAGA,
GCGGACCGEGTGGECAGGAGAGGACCCTGERGTGRTGATGTATAAACTGTATTATGCACT.
TTAGCCTGCTGGATGGCAACTAACACCTACAGTAGT TCACCCTCATTT TAACCCCTCTAA.
GTAATTGTCTCTTATTGTGAATCTAGAGAT TCAGAAAGAGCGCCAATGTT TACACACGAC,
TTTTGAAATTTTCCCAGGAGTCTTTCGTTGRAGCAATACATCTAGATGCCTTTTTCCAGE,
AACAGTTTAATCAAATTCTGGAAGCAGAAAAGTGTCCTGTGAGEACGTGCCTTTCCTATC,
ARAGTGCTGAGTGCCTGEACCCTCTTTCCGGAGGAAACAGT CCOCTCTGGACCTCGTTCG,
GCCTCTCTCCATCAGAGACCCCAAGGTTCCATCCGAAGCAGRCEGAGCACCGAACGCACC,
CCEGGETGETCAGEGACCCCCATCCGTACTRCCCCCTAGGAGCCCGCGCCTCTCETCTGE,
GCCCCECCTCTCGEGCCGCAACGTCRCGCRAT TCCT TTAACAGCGCGCTGGCAGGGTETG,
GGAAGCAGGACCGEATCCTCCOACOCCCTCOCATCOGAGT T TCAGGTGAATTGGTCACCE,
AGGGAGGAGGCCGACAGACCACACCTACACTCOCGOGTCCACCTCTCCCTCOCTRETTCE
TCTGGCGGAGGCGECAGGAACCGAGAGCCAGGTCCAGAGCGICEAGBAGCCERTCTAGGA
CGCAGCAGETGGGACTCGCGGCACTGGCCCACAGGCTTCCCRCACCCCCTTCCACGTTGE
TGCGCATGCCCRGEGACAGGRCCGETTATAGREaRgaEERaaaERARARARARARERRE

CCCAGTCCCCGGCTGAGCGCT GGCGGTCGGT GCGGCGTCAGGTGE

Claudin-5 3 31 T X (#1TSS_L i 1000 % F i +2007F FEFOXR2 (Y #F £ &85 5 O 25

CAGGAGGAAGGCAGTGACTAAAGTGATAGCTGGGAGAAGGCAGTGGTCCTCAGAGCCATA.
CCTGGTGGREAGAGGCCACGTGEGGCTGAGCAAAGAGEGTATGATTTCCT TCCAGCCTCA.
GGGCTGGGCACACTTGCCTTCAGAACCTCCCCACACTAGGTGAGCCABACGCTGGCCTTA.
TCTCATTTACCATCTCAGAGCCAT CTGAAGGEGGAGAAGGGAACCGGECCCCAGGAGGGA.
GAAAGTCATCAAACCTCCCACATCTGTGACCAGCCTCAGTGCCATACTTTTTCTATGGAG
GGCCCTGTCCAATGGAACTGAGCACAGACCAGATAAAAGAACTGGGCACCCAGTGGCCTC.
AGTCCAGGGCCTGGAGTTCAAACTTTACTGGAAACAAAGGGGCCGAGAGAGACT GGGGAA.
AGAACTACTAGAAAGGGGCTGGTGCCCCCATGGGECTGTGGGTTTTGEAGCCGCGTGCCT.
CCACCTGAGCCTCAGGGAECCCRGAGTGTCCACACCAGTGGACCT TTCGAGAAATGGCTG.
GGCCATTGTGCAGAAGAATGCCCGGAAATCCCGCGCCTCCCTCCTCCAGCAAGGATGGGE.
GETCTTCCTCCTGGCCAGGAAACT CCAAGTTGGCT TCCGGAGGGTGGCCT GGGGGCTGAG
GTGCCAGGGACACCATCGCCACTGGTGGGAGGGCAGGGCACAGCCCCTCCGTGTCCETTT.

GAGBTGTGGGAAGGCCCTGGE
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