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Table S1. shRNA plasmid references and sequences

Description of key elements to identify the ShRNA plasmids used in this work, such as the
official gene symbol, TRC plasmid number, clone ID and detailed shRNA nucleotide
sequence. Please note that these ShRNAs were designed to target human genes. Nucleotides in

the middle in bold represent the loop sequence within the ShRNA.

Gene
target

TRC Number

Clone ID

shRNA sequence

Abbreviation

Control

(SHC002)

CCGGCAACAAGATGAAGAGCACCAACTC
GAG

TTGGTGCTCTTCATCTTGTTGTTTTT

shControl

CDH8

TRCNO0000054223

NM_001796.2
-1784s1cl

CCGGGCCAAGTCATTCAAACTGTTACTC
GAG

TAACAGTTTGAATGACTTGGCTTTTTG

ShCDH8

NRP1

TRCNO0000063523

NM_003873.2
-255s1cl

CCGGGCAACGATAAATGTGGCGATACTC
GAG

TATCGCCACATTTATCGTTGCTTTTTG

ShNRP1-23

TRCNO000063524

NM_003873.2
-369s1cl

CCGGCGGACCCATACCAGAGAATTACTC
GAG

TAATTCTCTGGTATGGGTCCGTTTTTG

shNRP1-24

TRCNO000063527

NM_003873.2
-694s1cl

CCGGCAGCCTTGAATGCACTTATATCTCG
AG

ATATAAGTGCATTCAAGGCTGTTTTTG

shNRP1-27

POUSF1
(OCT4)

TRCNO0000004879

NM_002701.1
-998s1cl

CCGGTCATTCACTAAGGAAGGAATTCTC
GAG

AATTCCTTCCTTAGTGAATGATTTTT

shOCT4-79

TRCNO0000004881

NM_002701.1
-797slcl

CCGGCCCTCACTTCACTGCACTGTACTCG
AG

TACAGTGCAGTGAAGTGAGGGTTTTT

shOCT4-81

PLXNB1

TRCNO0000061534

NM_002673.3
-5003s1cl

CCGGGCTTGAGTATTTCACTGACATCTCG
AG

ATGTCAGTGAAATACTCAAGCTTTTTG

shPLXNB1-34

TRCNO0000061535

NM_002673.3
-6152s1cl

CCGGCCCGATCAACAAACTTCTGTACTC
GAG

TACAGAAGTTTGTTGATCGGGTTTTTG

shPLXNB1-35

TRCNO0000061536

NM_002673.3
-132sl1cl

CCGGCCAACTGCATTCACTCCCAATCTCG
AG

ATTGGGAGTGAATGCAGTTGGTTTTTG

SshPLXNB1-36

SERPINE1

TRCNO0000052272

NM_000602.1
-546s1cl

CCGGCATCATCAATGACTGGGTGAACTC
GAG

TTCACCCAGTCATTGATGATGTTTTTG

ShSERPINE1




Table S2. PCR primer references and sequences

Description of key elements to identify the primers used in this work: the acronym and
official gene symbol of the target mRNAs, the number of targeted transcripts, the primer
sequences (F: forward; R: reverse) and their melting temperatures (Tm), and the PCR product
length. It is specified whether primers span an exon junction or if they are separated by at
least one intron.

Target Target official Variants Primer sequences (5'- ™ Product Exon Intron
acronym name >3") length junction
hypoxanthine F Ggég$gi$$2gc; 60.2
HPRT1 phosphoribosylt 1 143 X
ransferase 1 R TCGAGCAAGACG 60.5
TTCAGTCCTGTCC
reivated P CATTCAAGTTCG | 003
activate! - '
MAPKL | proteinkinase 1 | 2™ | accacerecaet | (o, | 1 X
(ERK?2) CCTCTGAGCC '
= TGCGGAGGGATC 60
TCCGTGGG
UBC ubiquitin C 1 GCATTGTCAAGT 140 X
R GACGATCACAGC | 59.2
G
- COATCARSERA o
NRP1 neuropilin 1 5 . AGAGAGCTGGAA 5 83 X
AAGTCCGC
P acTCTACA | 598
PLXNB1 | plexin Bl 2 o AATCTGCTGGAG 5 115 X
CCGATAGC
F ATGTGGTCCGAG 60
POU5F1 | POU class 5 Jax TGTGGTTC 67
(OCT4) homeobox 1 R TGTGCATAGTCG 60
CTGCTTGA

*  Primers recognise only variant 1
**  Primers recognise also variant 1B


http://www.ncbi.nlm.nih.gov/nucleotide/164518913?report=gbwithparts
http://www.ncbi.nlm.nih.gov/nucleotide/305632811?report=gbwithparts

5,810 -

GCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCC
AGGCAAGAATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCT

ATTAACAATTACACAAGCTTA
ATACACTCCTTAATTGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTA
GATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATTATTCA
TAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGT ."
TAGGCAGGGATATTCACCATTATCGTTTCAGACCCACCTCCCAACCCCGAGGGGACCCGACAGG EeoR1site ,
CCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCATTCGATTAGTGAACG
GATCTCGACGGTATCGATCACGAGACTAGCCTCGAGCGGCCGCCCCCTTCACCGAGGGCCTA

GGTAGTTTGC
AGTTTTAAAATTATGTTTTAAAATGGACTATCATATGCTTACCGTAACTTGAAAGTATTTCGATTTCTT

GGCTTTATATATCTTGTGGAAAGGACGAAACA
GAATTCTCGACCTCGAGACAAATGGCAGTATTCATCCAC

AATTTTAAAAGAAAAGGGGGGATTGGGGGGTACAGTGCAGGGGAAAGAATAGTAGACATAATAGC
AACAGACATACAAACTAAAGAATTACAAAAACAAATTACAAAAATTCAAAATTTTCGGGTTTATTACA
GGGACAGCAGAGATCCACTTTGGCCGCGGCTCGAGGGGG - 7,086

Figure S1. Partial pLKO.1-puro plasmid sequence

The 5,810 to 7,086 pLKO.1-puro plasmid sequence is represented and contains the following
elements: qPCR primers (bold underline green, PCR product (green), EcoR1 site (bold
underline red), loop and shRNA extremities (bold underline purple), sShRNA (purple), rev
response element (orange) and U6 promoter. The gPCR product was predicted to have a size
of 124 base pairs.
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Figure S2 — Effect of the highest standard concentrations on qPCR efficiencies

Efficiency curves of purified linearised standards A. shPLXNB1-35, B. shOCT4-79, C.
shNRP1-24, D. shCDH8 and E. shControl with the two highest plasmid concentrations
(purple), without the highest concentration of 5 ng/reaction (green) without both highest
tested concentrations of 5 and 1 ng/reaction (blue). Linear regression curves are given with
their correlation coefficient R%. The blue curves give a slope closer to -3.32, the ideal slope
resulting in an amplification efficiency of 100%, compared to the purple and green ones.



