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TagMan Array 96 - Well FAST Plate P/N: 4413255

Production Order: 2541818
Plate Name: Custom Config.1X96
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Gene Symbols

1 2 3 4 5 6 7 8 9 10 1 12
A 18S GUSB GAPDH HPRT1 [PPIA CACNA1A  |CACNA1B |CACNATD |CACNATE |CACNA1F |CACNA1G |CACNA1H
B CACNA1l |CACNA1S |CACNAIC [P2RY1 |P2RY2  |P2RY4 P2RY6 P2RY11 P2RY12 P2RY13  |P2RY14 P2RX1
c P2RX2 P2RX3 P2RX4 P2RX5 |P2RX6  |P2RX7 TRPV1 TRPV2 TRPV3 TRPV4 TRPV5 TRPV6
D TRPC1 TRPC3 TRPC4 TRPC5 |TRPC6  |ORAIl1 ORAI2 ORAI3 STIM1 STIM2 ITPR1 ITPR2
E ITPR3 RYR1 RYR2 RYR3 ATP2A1  |ATP2A2 ATP2A3 ATP2B1 ATP2B2  |ATP2B3  |ATP2B4 SLCBA1
F SLC8A2  |SLC8A3  |SCNN1A  |SCNN1B |SCNN1D [SCNN1G  |[CLCN1 CLCN2 CLCN4 CLCNS CLCN6 CLCN7
G CLCNKA |CLCNKB  |CLIC1 CLIC3 CLIC4 CLIC5 CLIC6 CLCA1 CLCA2 CLCA3P  [KCNMA1  |KCNMB1
H KCNMB2 |KCNMB3 [KCNMB4  |KCNN1 |[KCNN2  |KCNN3 KCNN4 AQP1 AQP2 AQP3 AQP4 AQP9

Table S1. Details (assay numbers, gene symbols, plate layout) of the custom configured TagMan 96-Well Fast Gene Expression Array plate
(Design ID: PPOOXUF; Thermo Fisher Scientific).




Primer GenBank Accession Number Sequence Amplicon Size (bp)
KCNMA1_F NM_001322829.2 TGGATGCGCTCATCATCCCG 197
KCNMA1_R AATCTTCTGGGCCTCCTTCGTC

KCNMB1_F NM_004137.4 GTACCACACGGAGGACACTC 179
KCNMB1_R GCTGGAATAGGACGCTGGTT

KCNMB2_F NM_001278911.2 TGAATGCGTCCATCACGGAA 115
KCNMB2_R TCCCCGGAAGAAGTCAGGTT

KCNMB3_F NM_001163677.2 CATCCCCGTGCAAATCACAC 184
KCNMB3_R GAAGCCCATCATGGCAAACC

KCNMB4_F NM_014505.6 GATGAGATTGGTTCCCAGCCA 142
KCNMB4_R GAACGCCCACCACAAATGTC

KCNN1_F NM_001386974.1 GGTACCACGACAAGCAGGAA 374
KCNN1_R GGCTTGGAGGAACTTACGCT

KCNN3_F NM 001204087.2 GGCGGATAGCCATGACCTAC 106
KCNN3_R - CGTGCCGTCCAGAAGAACTT

KCNN4_F NM 002250.3 AAGCTCCGGGAACAAGTGAAC 123
KCNN4_R - CGCCAGCGTGTCAATCTGT

RPS18_F NM 022551.3 CACAGGAGGCCTACACGCCG 119
RPS18_R - AGGCTATTTTCCGCCGCCCA

PPIA_F NM_021130.5 GCGTCTCCTTTGAGCTGTTTG 368
PPIA_R GGCCTCCACAATATTCATGCC

HPRT1_F NM_000194.2 GAACCTCTCGGCTTTCCCG 153
HPRT1_R CATCACTAATCACGACGCCA

Protein class

Table S2. Sequences of primer pairs used for the validation of the microarray data.

Positive correlation (%)

Transporters 64.6
Receptors 67.3
Enzymes 64.8
Extracellular matrix 50.8
Adhesion 67.1
Unclassified 60.1
Overall 64.1

Table S3. Correlation analysis between and up and down regulation patterns of proteins identified in the surfaceome of
CPCs and MSCs using quantitative proteomics analysis (C. Matta et al., 2019; PMID: 31227739 PMCID: PMC6588563

DOI: 10.1038/s41598-019-44957-y), and their transcripts using Affymetrix analysis.
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Figure S1. Boxplot summarising the overrepresented Gene ontology pathways in CPCs vs MSCs analysed by Cytospace CluGO. Coloured
bars indicate significantly overrepresented pathways (cut-off value: P<0.05).



