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1 RB1 14 1 ELYS 26
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ZSCAN2

ZSCAN2 + DAPI

Murine

Figure S6

GENBANK SIMILARITY TO
SPECIES ACCESSION MOUSE ZSCAN2
Human AAI36343.1 89%
(Boi°}’a"’l';us) AAI49261.1 88%
Porcine
(Sus Scrofa) XP_020954566.1 90%

Bovine Porcine
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5TGCCTTGTTTCTCAGCAGTGTTTCTTGTTGAGATTGGAGGAAAGACGGCCTTC
TCAGAGAGCCTGACTGGAGACAGGTGTTAGGCTTGAAGCCTTCGTGACCATCC
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Figure S7
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