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Supplementary Table 2. The 65 medulloblastoma subgroup-specific circRNAs in patient samples.
	WNT
	 
	SHH
	 
	Group3
	 
	Group4

	circRNA 
	logFC
	adj.P.Val
	 
	 circRNA
	logFC
	adj.P.Val
	 
	circRNA 
	logFC
	adj.P.Val
	 
	 circRNA
	logFC
	adj.P.Val

	circ_71350
	6.55
	9.31E-32
	 
	circ_30598
	5.62
	6.29E-23
	 
	circ_13567
	5
	1.10E-35
	 
	circ_21305
	3.07
	5.75E-12

	circ_51087
	6.18
	1.32E-28
	 
	circ_64014
	5.3
	2.06E-30
	 
	circ_40859
	4.4
	2.50E-13
	 
	circ_72082
	3.07
	2.90E-09

	circ_55605
	6.1
	1.18E-17
	 
	circ_45001
	5.23
	9.85E-20
	 
	circ_43076
	4.37
	3.86E-33
	 
	circ_56936
	2.62
	4.82E-12

	circ_78614
	5.94
	1.99E-32
	 
	circ_4097
	4.89
	2.51E-22
	 
	circ_32835
	3.39
	2.31E-12
	 
	circ_29196
	2.48
	8.15E-07

	circ_39796
	5.85
	4.19E-29
	 
	circ_66962
	4.79
	1.91E-24
	 
	circ_30459
	2.57
	1.09E-07
	 
	circ_74145
	2.42
	6.03E-07

	circ_42444
	5.56
	4.52E-12
	 
	circ_9649
	4.46
	2.17E-18
	 
	circ_60461
	2.57
	4.11E-07
	 
	circ_77438
	2.42
	1.12E-06

	circ_50345
	5.48
	1.42E-23
	 
	circ_28243
	4.25
	1.98E-17
	 
	circ_62787
	2.48
	3.97E-06
	 
	circ_33068
	2.4
	3.93E-06

	circ_68037
	5.28
	1.10E-19
	 
	circ_63706
	4.05
	2.32E-15
	 
	circ_7624
	2.4
	1.25E-09
	 
	circ_52938
	2.39
	3.96E-09

	circ_62407
	5.22
	2.29E-17
	 
	circ_1701
	3.75
	1.06E-11
	 
	circ_68493
	2.31
	3.94E-07
	 
	circ_63166
	2.34
	6.44E-08

	circ_76616
	5.19
	1.42E-23
	 
	circ_11342
	3.62
	5.57E-14
	 
	circ_28884
	2.29
	1.24E-05
	 
	circ_61700
	2.32
	7.61E-06

	circ_44532
	5.06
	6.57E-23
	 
	circ_38659
	3.54
	2.32E-15
	 
	circ_3661
	2.23
	4.89E-05
	 
	circ_71440
	2.3
	7.12E-06

	circ_66175
	5
	1.89E-20
	 
	circ_78110
	3.42
	3.37E-13
	 
	circ_30848
	2.11
	1.69E-05
	 
	circ_104
	2.29
	7.98E-07

	circ_42912
	4.97
	1.99E-19
	 
	circ_17346
	3.4
	2.16E-15
	 
	circ_77823
	2.04
	7.85E-06
	 
	circ_65941
	2.27
	0.0001307

	circ_41600
	4.94
	1.66E-19
	 
	circ_61423
	3.34
	2.09E-12
	 
	 
	 
	 
	 
	circ_63542
	2.25
	5.33E-06

	circ_56467
	4.91
	4.13E-17
	
	circ_30078
	3.34
	3.42E-14
	
	
	
	
	
	circ_39940
	2.25
	1.09E-07

	circ_74804*
	1.55
	4.14E-20
	
	circ_74154*
	1.27
	3.41E-14
	
	
	
	
	
	circ_11865*
	1.26
	3.13E-13

	circ_77990*
	1.59
	4.55E-22
	
	circ_30078*
	1.39
	2.74E-18
	
	
	
	
	
	circ_7196*
	3.12
	4.76E-06

	
	
	
	
	
	
	
	
	
	
	
	
	circ_73901*
	1.27
	5.25E-07

	*; CircRNAs from RF Classifier analysis
	
	
	
	
	
	
	
	


[image: ]Supplementary Table 3. Top twelve circRNAs for RT-qPCR validation

Supplementary Table 4. CT values for circular RNAs in cell line and PDX samples.
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Supplementary Table 5. Coding potential of circRNAs predicted by RNAsamba.
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Supplementary Table 6. List of miRNAs that can potentially bind with circ_63706, along with their binding energies and the binding sites. 
[image: ]

image4.png
Name CircAtlas ID Coding Score Classification
circ_21305 hsa-CASC15_0032 0.53 coding
circ_33068 hsa-SNCAIP_0009 0.98 coding
circ_63706 hsa-PCNT_0003 0.96 coding
circ_30598 hsa-NDST3_0009 0 non-coding
circ_64014 hsa-PDLIM3_0001 0.66 coding
circ_66962 hsa-NDST3 0021 0.9 coding
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image1.png
Target gene

Primer sequence (5'to 3')

circ_21305

Forward: ATTGGGATGTGCTTCTGAGG

Reverse: GTTGGCTGATGGAAAGATCC
; Forward: GTGCCGAAGATGTGATACGC
circ_33068
- Reverse: CAAGGTATTCAGGGGCTTCCAT
; Forward: GGAAATCAACCGTGTGGTGC
circ_52938
- Reverse: AGGTGATGAAGGGCATGGAC
Forward: GTTGGGGTCTGTGGATGAGT
circ_30598
~ Reverse: GTGCACGCAAAAGATTCTGA
Forward: GCCCATCCTTTCAAAATCAA
circ_64014
~ Reverse: TTAATCCTGTCCTGCGCATC
. Forward: CTGTGGGCTTTTCACTCACA
circ_66962
Reverse: GTTTTATTGCCAGCTGTTCCA
. Forward: CGGCCGGTGTTTAGAAGACT
circ_63706
Reverse: TGCAGACAGTTCTTTGCGTA
. Forward: GACTGAGAAGAGAAGTGGAGCA
circ_40859
Reverse: AGGCTTCTTTGGAAAATGGGA
. Forward: ATGGGCACAGCTGAATGGAA
circ_13567
Reverse: CAGATTTCTGCAAACCCGGC
. Forward: AAACGACCCCAACATCGTGA
circ_43076
Reverse: CCAAACGATCGGACATTGCG
. Forward: CATCGAAGGGACTGCCAGAG
circ_3661
Reverse: TCCCATTGAAAAGGTGGGTGA
. Forward: AGGCACCAGAGTCCTGAAATTG
circ_32835
Reverse: CAGGAGCGAAGGGCAAACTA
PCNT Forward: GGATGTTCAGAAAGGAGTGTG
Reverse: CATGTTGCTCAGACTCAGGC
RBBP4 Forward: TTGTTTATTCATGGTGGTCATACTG
Reverse: ACACTTGCATGATATTGTCTTCTGA
TGFA Forward: ATAAAGAAAGGCTTCTTCAGGACAG
Reverse: GGAGTTCTTGACAGAGTTTTGAAGG
E2F1 Forward: AGATCTCCCTTAAGAGCAAACAAG
Reverse: CTGTTCTCCTCCTCAGAAGTGAC
HRAS Forward: GAGGATGCCTTCTACACGTTG
Reverse: GTCAGGAGAGCACACACTTGC
ADAM19 Forward: CCAAAGTTTCCAGAATACAGATCAC
Reverse: AGTGTCCAGAGAGCTCAAGGAA
FILIPIL Forward: TGGAGGAAGAAAAGAGAAAACATAA
Reverse: CCTCCTGAGACTTGATTTCTTGAT
MuC16 Forward: TTTTTCTGACTGTCAAGTTTCAACA

Reverse:

TAGATGGCAACTCTGTCTACTCTCC
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Name #chrom start end types strand gene_name
circ_21305 6 21668647 21743042 exon + CAsC15
circ_33068 5 122391089 122403865 exon + SNCAIP
circ_52938 9 116651528 116651793 exon - ASTN2
circ_40859 1 231795242 231818517 exon + TSNAX-DISC1
circ_32835 7 66127704 66134374 exon + CRCP
circ_13567 9 131436620 131439061 intergenic_region + Nan
circ_43076 9 131430090 131432794 intergenic_region + Nan
circ_3661 2 40428473 40430304 exon - SLC8A1
circ_30598 4 118105018 118114960 exon + NDST3
circ_64014 4 185523362 185525171 exon - PDLIM3
circ_66962 4 118088039 118143684 intron NDST3
circ_63706 21 46349012 46349820 exon PCNT
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Cell Line Samples PDX samples
Normal SHH Group3 Group4 SHH Group3 Group4
c;:;:l:l:m DAOY D425 CHLAO1 | CHLAOTR | DMBO12 | icb1712 | RCMB32 | MB002 | RCMB40 HT511 RCMB51 | DMB006 | RCMB45 | RCMB38
ACTB

circ_30598|  25.49 NA NA NA NA 231 202 30.1 287 338 33.9 274 311
circ_64014|  24.99 30.02 30.96 30.76 298 239 222 309 332 315 NA NA
circ_66962| I_ 33.75 3267 25 219 332 303 335 30.8

circ_63706|  24.11 26.77 26.95 26.55 27.16 19.2 247 247 266 268 263 284 265 27 254
circ_13567|  24.62 27 273 27.98 27.24 267 27 291 272 268 267 30.8 279 276 264
circ_d0859

circ_43076  24.71 26.18 25.81 26.63 26.61 255 268 272 258 259 262 29 265 2 28
circ_32835]  33.04 3088 33 33.68 _ NA NA 333 NA NA NA

circ_3661 19.8 2335 2287 268 2438 241 233 269 209 28 222 23 28 242 247
circ_21305|  30.49 33.74 3371 - 304 273 262 287 289 324 33.7 253 318 236
circ_33068|  27.01 3025 NA NA NA 295 265 29 311 309 30.7 28 234 273
circ_52938|  27.11 3163 29.26 31.66 29.49 314 314 315 313 318 315 323 295 286 277





