SUPPLEMENTAL INFORMATION

Table S1. Significantly expressed miRNAs in different
CSC subpopulations®.

LGR5/ALDH FACS Isolation miRNAs
LGRS5+/ALDH- cells 310
LGR5—/ALDH+ cells 15

CD166/ALDH FACS Isolation miRNAs
CD166+/ALDH- cells 1
CD166—/ALDH+ cells 2

CD166/LRG5 FACS Isolation miRNAs
CD166+/LRG5— cells 1
CD166—/LRG5+ cells 102

LRIG1/LGRS5 FACS Isolation miRNAs
LRIG1+/LGR5- cells 4
LRIG1-/LGR5+ cells 673

LRIG1/ALDH FACS Isolation miRNAs
LRIG1+/ALDH- cells 101
LRIG1-/ALDH+ cells 4

CD166/LRIG1 FACS Isolation miRNAs
CD166+/LRIG1- cells 29
CD166—/LRIG1+ cells 4

*Based on p-value < 0.05.




Table S2. The mRNAs predicted to be targeted by the miRNAs in each CSC
subpopulation were found to have different functional classifications
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Tables S3 & S4. BIOINFORMATICS ANALYSIS OF LGRS and ALDH DATA

To determine what might distinguish the different CSC subpopulations from each other, a detailed
analysis of the LGRS and ALDH data was done. Then a bioinformatics analysis was done to
determine which genes in the Retinoic Acid (Table 1) and WNT (Table 2) signaling pathways
were predicted to be targeted by these miRNAs.

Table S3. Retinoic Acid Pathway Genes Analyzed
ADHIA Alcohol Dehydrogenase 1A
ADHIB Alcohol Dehydrogenase 1B
ADHIC Alcohol Dehydrogenase 1C
ADH4 Alcohol Dehydrogenase 4
ADHS Alcohol Dehydrogenase 5
ADH6 Alcohol Dehydrogenase 6
ADH7 Alcohol Dehydrogenase 7
ALDHI16A1 | Aldehyde Dehydrogenase 16A1
ALDHI18A1 | Aldehyde Dehydrogenase 18A1
ALDHIAI | Aldehyde Dehydrogenase 1A1
ALDHIA2 | Aldehyde Dehydrogenase 1A2
ALDHIA3 | Aldehyde Dehydrogenase 1A3
ALDHIBI | Aldehyde Dehydrogenase 1B1
ALDHILI | Aldehyde Dehydrogenase 111
ALDHIL? | Aldehyde Dehydrogenase 11.2
ALDH?2 Alcohol Dehydrogenase 2
ALDH3A1 | Aldehyde Dehydrogenase 3A1
ALDH3A42 | Aldehyde Dehydrogenase 3A2
ALDH3B1 | Aldehyde Dehydrogenase 3B1
ALDH3B2 | Aldehyde Dehydrogenase 3B2
ALDH4A1 | Aldehyde Dehydrogenase 4A1
ALDH5A1 | Aldehyde Dehydrogenase SA1
ALDH6A] | Aldehyde Dehydrogenase 6A1
ALDH7A1 | Aldehyde Dehydrogenase 7A1
ALDH8A41 | Aldehyde Dehydrogenase 8A1
ALDHY9A1 | Aldehyde Dehydrogenase 9A1
CRABPI Cellular Retinoic Acid Binding Protein 1
CRABP2 Cellular Retinoic Acid Binding Protein 2
CRBP Cellular Retinol Binding Protein
CYP26A1 | Cytochrome P450 26A1
CYP26B1 | Cytochrome P450 26B1
CYP26CI1 | Cytochrome P450 26C1
RARA Retinoic Acid Receptor Alpha
RARB Retinoic Acid Receptor Beta




RARG Retinoic Acid Receptor Gamma
RBPI Retinol Binding Protein 1
RBP2 Retinol Binding Protein 2
RBP3 Retinol Binding Protein 3
RBP4 Retinol Binding Protein 4
RBPS5 Retinol Binding Protein 5
RBP7 Retinol Binding Protein 7
RDHI0 Retinol Dehydrogenase 10
RDHI1 Retinol Dehydrogenase 11
RDHI2 Retinol Dehydrogenase 12
RDHI3 Retinol Dehydrogenase 13
RDH14 Retinol Dehydrogenase 14
RDHI6 Retinol Dehydrogenase 16
RDHS5 Retinol Dehydrogenase 5
RDHS Retinol Dehydrogenase 8
RXRA Retinoid X Receptor Alpha
RXRB Retinoid X Receptor Beta
RXRG STRA6

STRAG6 Stimulated by retinoic acid 6
TTR Transthyretin

Table S4. WNT Pathway Genes Analyzed

APC adenomatous polyposis coli

AXINI aka Axin | a protein coding gene
AXIN2 aka Axin 2 a protein coding gene
BTRC Beta-transducin repeat containing E3 ubiquitin protein ligase
CSNKI1AI/CKI | casein kinase 1 alpha 1

CK1 beta casein kinase 1 beta 1

CK1 gamma 1 casein kinase 1 gamma 1

CK1 gamma 2 casein kinase 1 gamma 2

CKI gamma 3 casein kinase 1 gamma 3

CK1 delta casein kinase 1 delta

CK1 epsilon casein kinase 1 epsilon

CTNNBI Beta-catenin 1

DVLI dishevelled (DSH) DVL in mammals 1
DVL2 dishevelled (DSH) DVL in mammals 2
DVL3 dishevelled (DSH) DVL in mammals 3
FZDI1 Frizzled Class Receptor 1

FZD2 Frizzled Class Receptor 2

FZD3 Frizzled Class Receptor 3




FZD4

Frizzled Class Receptor 4

FZD5 Frizzled Class Receptor 5

FZD6 Frizzled Class Receptor 6

FZD7 Frizzled Class Receptor 7

FZD8 Frizzled Class Receptor 8

FZD9 Frizzled Class Receptor 9

FZDI10 Frizzled Class Receptor 10

GSK3B Glycogen Synthase Kinase 3 Beta

LGR4 Leucine Rich Repeat Containing G Protein-Coupled Receptor 4
LGRS Leucine Rich Repeat Containing G Protein-Coupled Receptor 5
LGR6 Leucine Rich Repeat Containing G Protein-Coupled Receptor 6
LRPS5 Low-density lipoprotein receptor-related protein 5

LRP6 Low-density lipoprotein receptor-related protein 6

RNF43 Ring finger protein 43

ZNRF3 Zinc and Ring Finger 3
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