Supplementary Figure S1. RNA sequencing and circRNA identification pipeline
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Supplementary Figure S2. CircRNAs genomic localization and transcripts number in all cell lines
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Supplementary Figure S2. CircRNAs genomic localization and transcripts number in all cell lines

(A) Number of distinct circRNAs sorted by genomic origin for each cell type.

(B) Number of distinct transcripts read counts before (left) and after normalization by million (M) of
total reads (right) for all cell types combined. Ordinary one-way Anova comparisons p values are
plotted on the graphs: *<0,05; ***<0,001; ****<0,0001.

(C) Circular on linear transcript read counts for circRNA expressing genes two-way Anova comparisons:

*<0,05; ****<0,0001.



Supplementary Figure S3. Expression of circRNAs as a function of that of their linear counterparts
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Supplementary Figure S4. Pearson correlation r p values for all transcripts in all cell types

circRNAs Pearson r p values Matched linear RNAs Pearson r p values

HDLEC HUAEC HUVEC HCAEC SAT-SVF SMC-UA HDLEC HUAEC HUVEC HCAEC SAT-SVF SMC-UA
HDLEC 0,0E+00 0,0E+00 1,8E-03 4,3E-01 1,1E-219  HDLEC 4,7E-23 4,5E-44 6,6E-01 54E-01 7,5E-01
HUAEC 0,0E+00 0,0E+00 1,6E-03 7,4E-01 0,0E+00 HUAEC 4,7E-23 24E-09 45E-01 3,6E-01 2,9E-01
HUVEC 0,0E+00 0,0E+00 2,8E-04 2,7E-01 0,0E+00 HUVEC 45E-44 24E-09 1,2E-75 6,6E-148 6,3E-01
HCAEC 1,8E-03 1,6E-03 2,8E-04 79E-64 6,9E-01 HCAEC 66E-01 45E-01 1,2E-75 2,0E-28 7,2E-01
SAT-SVF 4,3E-01 74E-01 2,7E-01 7,9E-64 1,1E-01 SAT-SVF 54E-01 3,6E-01 6,6E-148 2,0E-28 7,6E-01
SMC-UA 1,1E-219 0,0E+00 0,0E+00 6,9E-01 1,1E-01 SMC-UA 7,5E-01 29E-01 6,3E-01 7,2E-01 7,6E-01

IncRNAs Pearson r p values mRNAs Pearson r p values

HDLEC HUAEC HUVEC HCAEC SAT-SVF SMC-UA HDLEC HUAEC HUVEC HCAEC SAT-SVF SMC-UA
HDLEC 0,0E+00 0,0E+00 6,2E-08 2,9E-17 0,0E+00 HDLEC 0,0E+00 0,0E+00 0,0E+00 0,0E+00 2,1E-179
HUAEC 0,0E+00 0,0E+00 1,2E-01 28E-01 0,0E+00 HUAEC 0,0E+00 0,0E+00 0,0E+00 1,9E-292 0,0E+00
HUVEC 0,0E+00 0,0E+00 2,7E-165 1,1E-128 0,0E+00 HUVEC  0,0E+00 O0,0E+00 0,0E+00 0,0E+00 6,3E-262
HCAEC 6,2E-08 1,2E-01 2,7E-165 6,7E-81 1,0E-12 HCAEC 0,0E+00 0,0E+00 O0,0E+00 0,0E+00 7,7E-187
SAT-SVF 2,9E-17 2,8E-01 1,1E-128 6,7E-81 53E-06 SAT-SVF 0,0E+00 1,9E-292 0,0E+00 0,0E+00 3,0E-228
SMC-UA 0,0E+00 0,0E+00 0,0E+00 1,0E-12 5,3E-06 SMC-UA 2,1E-179 0,0E+00 6,3E-262 7,7E-187 3,0E-228




Supplementary Figure S5. Comparison of circRNAs expression across al cell types
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Supplementary Figure S5. Comparison of circRNAs expression across al cell types

(A) Venn diagram representing the comparison of the lists of circRNAs expressed in all ECs.

(B) Enrichr gene ontology analysis terms and p values for the 4 EC-specific circRNAs.



Supplementary Figure S6. Selected specific circRNAs and additional characteristics with sources

circRNA localization m Iced RBPs (#Binding sites) miRNA (#Binding sites) Gene description [sources] Gene-associated pathologies References (PMID, doi)
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Supplementary Figure S7. Schematic representation of selected circRNAs and their structures
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Supplementary Figure S8. RNAseq expression levels for selected transcripts in all cell types

A

Name HDLEC HUAEC HUVEC HCAEC SAT-SVF SMC-UA  Name HDLEC HUAEC HUVEC HCAEC SAT-SVF SMC-UA
circPROX1 142 000 000 0,00 0,00 0,00 PROX1 396,63 035 3,52 8,86 0,00 1,36
circlQSEC1 09 000 000 0,00 0,00 0,00 IQSEC 50,019 8619 8212 17228 2574 148,131
circCDYL 089 312 229 6,06 038 21,92 CDYL 2060 1609 2939 26,06 1,21 87,37
circZKSCAN1 083 294 248 1,85 092 2798 ZKSCAN1 7925 5757 6122 50,11 242 490,56
circCARD6 042 077 039 1,79 0,00 0,00 CARD6 60,80 2185 39,02 18,32 0,83 17,63
circPLXNA2 025 051 060 258 0,00 000 PLXNA2 177,00 170,50 168,54 920,79 1,52 54,44
circFKBP8 000 152 032 0,00 0,00 409 FKBP8 67,71 5822 12253 9701 10,72 551,57
circERCC6L2 000 136 032 0,00 0,00 581 [ERCC6L2 19,07 2946 13,99 587 063 199,70
circFIRRE 000 093 000 0,00 0,00 0,00 FIRRE 050 11,27 228 0,00 0,00 3,13
circZMYND8_A 000 000 040 0,00 0,00 000 ZMYND8 7489 2255 7701 3829 226 164,29
circFUT8 000 000 028 0,00 0,00 0,00 FUT8 583 2202 2113 16,60 0,68 245,05
circSERPINE1 000 000 000 1416 0,00 0,00 SERPINE1 87,38 1400,27 2488,48 35759,38 50,91 19085,71
circLPAR1 000 000 000 0,00 0,60 414 LPAR1 000 075 0,00 163 1328 266,92

circABHD14B 000 000 000 0,00 0,45 000 ABHD14B 1049 226 1559 177,96 1617 28,94
circHNRNPAB 000 000 000 0,00 043 000 HNRNPAB 9814 3591 11244 3818 227 110,61

circHAS2 000 000 000 0,00 0,00 3409 HAS2 000 091 038 0,00 023 816,36
circFAT1 000 000 000 000 000 1939 FAT1 081 2392 1831 489 16,59 488222
B

Name HDLEC HUAEC HUVEC HCAEC SAT-SVF SMC-UA

circPROX1 017 #N/A #N/A  #NA  #NA  #NA

circlQSEC1 0,77 #NIA #N/A  #NA  #NA  #NA

circCDYL 053 081 076 0,71 0,65 0,74

circZKSCAN1 027 066 066 050 0,82 0,49

circCARD6 015 049 030 064 #NA  #NA

circPLXNA2 009 011 022 035 #NA  #NA

circFKBP8 #N/A 021 003 #NA  #NA 0,05

circERCC6L2  #N/A 069 055 #NA  #NA 0,38

circFIRRE #N/A 0,72 #N/A #N/A  #NIA  #NA
circZMYND8_A #N/A  #N/A 019 #N/A  #NA  #NA
circFUT8 #NIA - #NIA 023 #N/A  #NA  #NA
circSERPINE1T  #N/A  #N/A  #N/A 0,00 #N/A  #NA
circLPAR1 #NIA - #NIA #NIA #NIA 0,47 0,15
circABHD14B  #N/A  #N/A  #N/A  #N/A 0,10 #N/A
circHNRNPAB  #N/A  #N/A  #N/A  #N/A 041 #N/A
circHAS2 #NIA  #NIA - #NIA #NJA - #NA 0,38
circFAT1 #NIA  #NIA - #NIA #NJA - #NA 0,22




Supplementary Figure S9. gPCR relative expression levels for selected transcripts in all cell types

circRNAs (RT-gPCR) matched linRNAs (RT-qPCR)
Narme HDLEC HUAEC HUVEC HCAEC SAT-SVF  SMC-UA Name  HDLECHUAEC HUVEC HCAEC SAT-SVF SMC-UA
GircPROX1 100 000 000 000 000 000 PROX1 100 000 000 000 002 000  YES
GirclQSEC 100 000 000 000 002 000 IQSEC 100 002 002 002 025 002 NO
circCDYL 100 221 071 144 291 1,03 CDYL 100 052 03 027 098 022  NO
GICZKSCANT 1,00 204 064 083 242 056 ZKSCAN1 100 026 028 018 069 010 NO
circCARDG 100 015 02 029 365 021 CARDG 100 060 039 021 164 012  NO
GircPLXNA2 100 064 098 100 005 017 PLXNA2 100 038 034 054 014 002 NO
circFKBPS 100 141 043 098 545 065 FKBPS 100 030 040 032 147 043  NO
GICERCCBL2 1,00 094 034 029 164 073 ERCC6L2 100 028 033 006 110 005 NO
GircFIRRE 100 88 148 1,38 125 021 FIRRE 100 1030 010 000 002 008  YES
GcZMYNDS A 1,00 076 043 033 060 019 ZMYND8 100 012 021 005 02 004 NO
GircFUT8 100 781 5% 1334 663 10,82 FUTS 100 197 326 387 615 214  NO
GIcSERPINET 1,00 150 071135531 1352 047 SERPINE1 100 174 123 105 019 150  NO
GircLPART 1,00 401,30 3622,10 3,38 1555217,12 74697,84 LPARI 1,00 2075,32 5392,33 164,12 896301,2084534,65  NO
CircABHD14B ABHD14B 100 013 016 02 153 015 NO
GrcHNRNPAB 1,00 091 1,03 082 509 100 HNRNPAB 100 1,01 08 113 196 040  NO
GircHAS2 100 556,76 189,88 66,90  8207,32 15330,11 HAS2 100 10536 41,03 201 695236 99522  NO
GircFAT1 100 1,31 318 001 004 14398 FAT1 100 329 151 004 5004 2904  NO
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