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Supplementary Figure 1. (a) Schematic representation of the gene trap vectors as
presented in Elling et al. 2017" and on the Haplobank website (www.haplobank.at).
Retroviral enhanced gene trap (Retro-EGT; related sequence provided as
Supplementary Data file 1). Lentiviral enhanced gene trap (Lenti-EGT; related
sequence provided as Supplementary Data file 2). Tol2 autonomous transposon
enhanced gene trap (Tol2-EGT; related sequence provided as Supplementary Data
file 3). Tol2 autonomous transposon polyadenylation enhanced gene trap (Tol2-
polyA-EGT; related sequence provided as Supplementary Data file 4). Abbreviations
used: LTR, long terminal repeat; 6xOPE, six osteopontin enhancer elements;
FRT/F3, heterotypic improved flippase target sequences; LoxP/Lox5171, heterotypic
target sequences for the Cre-recombinase; SA, splice acceptor; Bgal, B-
galactosidase; NeoR, neomycin phosphotransferase fusion gene; polyA, bovine
growth hormone polyadenylation sequence; L200/R175, left and right Tol2
transposon elements; IRES, internal ribosome entry site; EGFP, enhanced green
fluorescent protein; RPB1, DNA-directed RNA polymerase Il subunit rpb1; SD, splice
donor. (b) Schematic representation of library preparation of gene trap vectors
integration site. Tol2 — EGT is shown as example. Following fragmentation of the
genome with enzyme 1 (E1, Nlalll in the example), the gene trap end containing the
barcode and a genomic DNA portion is circularized (ring ligation). Prior to PCR
amplification, linearization with enzyme 2 (E2, Paql in the example) is needed. Each
integration site can be mapped by using two different E1 enzymes. The genomic

region is then amplified by PCR using US and DS primers.



Supplementary Data file 1. Sequence file for the retroviral construct (Retro-EGT)

presented in Supplementary Figure 1a.

Supplementary Data file 2. Sequence file for the Lentiviral-EGT construct (Lenti-

EGT) presented in Supplementary Figure 1a.

Supplementary Data file 3. Sequence file for the transposon construct (Tol2-EGT)

presented in Supplementary Figure 1a.

Supplementary Data file 4. Sequence file for the transposon construct (Tol2-polyA-

EGT) presented in Supplementary Figure 1a.
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Supplementary Video 1. Removing cumulus oocyte complex from ampulla.

Supplementary Video 2. Identification and isolation of sub-viable (pathogenic)

embryos.

Supplementary Video 3. Zona pellucida removal (denuding) — first 20 seconds.

Supplementary Video 4. Zona pellucida removal (denuding) — making sure zona is

gone up to 70

Supplementary Figure 1 Gene trap vectors and library preparation.

(a) Schematic representation of the gene trap vectors as presented in Elling et al.
20171 and on the Haplobank website (www.haplobank.at). Retroviral enhanced gene
trap (Retro-EGT; related sequence provided as Supplementary Data file 1). Lentiviral
enhanced gene trap (Lenti-EGT; related sequence provided as Supplementary Data
file 2). Tol2 autonomous transposon enhanced gene trap (Tol2-EGT; related
sequence provided as Supplementary Data file 3). Tol2 autonomous transposon
polyadenylation enhanced gene trap (Tol2-polyA-EGT; related sequence provided as
Supplementary Data file 4). Abbreviations used: LTR, long terminal repeat; 6xOPE,

six osteopontin enhancer elements; FRT/F3, heterotypic improved flippase target
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sequences; LoxP/Lox5171, heterotypic target sequences for the Cre-recombinase;
SA, splice acceptor; PBgal, B-galactosidase; NeoR, neomycin phosphotransferase
fusion gene; polyA, bovine growth hormone polyadenylation sequence; L200/R175,
left and right Tol2 transposon elements; IRES, internal ribosome entry site; EGFP,
enhanced green fluorescent protein; RPB1, DNA-directed RNA polymerase Il subunit
rpb1; SD, splice donor. (b) Schematic representation of library preparation of gene
trap vectors integration site. Tol2 — EGT is shown as example. Following
fragmentation of the genome with enzyme 1 (E1, Nlalll in the example), the gene trap
end containing the barcode and a genomic DNA portion is circularized (ring ligation).
Prior to PCR amplification, linearization with enzyme 2 (E2, Paqgl in the example) is
needed. Each integration site can be mapped by using two different E1 enzymes.

The genomic region is then amplified by PCR using US and DS primers.

Supplementary Data: Four sequences for gene trap cassettes harbouring disruptive

splice acceptor sites.
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