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Figure S1: Multiple sequence alignment of D-RNA1 clone (referred to in the figure as D-RNA1_Sanger)
with the defective reference from HTS (MEaV-1_RE-LJV-D-RNA-1). The term “DELETIONZONE” has been
inserted into the HTS defective reference to identify the zone where the deletion is located. This zone
consists in 568 nucleotide sequences and is indicated by the rectangle.



Meav-1_RE-LJV-D-RNA2 GAAGGAGCGTGCAGTAAAACTCTAATGCGTGAAAAATGGGTGTCTTTCAATGACATTACT 8400
D-RNA2_Sanger s e e e e e oo 7
Heav-l_RE-LJV-D-RNA2 CAGGCTTTCGACAGTGAAGAAGTGTGTTGTCGTCTAGCCGCGTTGTGTGAGGAGAAATAC 8460
D-RNA2_Sanger  ------ TTCGACAGTGAAGAAGTGTGTTGTCGTCTAGCCGCGTTGTGTGAGGAGAAATAC 67
22 RS2SR R R R R R R R R R R R R R R R E
Meav-1_RE-LJV-D-RNA2 GGTCCTAGTCCGTGGTGGTACGCTGCGATAGCGACAATTCATTGTATCAGGGCCAATCCG 8520
D-RNA2_Sanger GGTCCTAGTCCGTGGTGGTACGCTGCGATAGCGACAATTCATTGTATCAGGGCCAATCCG 127
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Meav-1_RE-LJV-D-RNA2 CAGCAATTTGAGAGGTGTTGGAGTGTAATATCTTCTCCTAGTATAAATGAAGCAAAGAAG 8580
D-RNA2_Sanger CAGCAATTTGAGAGGTGTTGGAGTGTAATATCTTCTCCTAGTATAAATGAAGCAAAGAAG 187
s s R R S R KR R R 8 R R R 3 R K R R R KR R R S K 8 R K 3 K K K K KO K K S ROK K K
Meav-1_RE-LJV-D-RNA2 AGAAGCAAGGTCGTCTCCGAAGGAGGACCTGCGAGTTGTACAAATGACCAATTTATATTT 8640
D-RNA2_Sanger AGAAGCAAGGTCGTCTCCGAAGGAGGACCTGCGAGTTGTACAAATGACCAATTTATATTT 247
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Figure S2: Multiple sequence alignhment of D-RNA2 clone (referred to in the figure as D-RNA2_Sanger)
with the defective reference from HTS (MEaV-1_RE-LIV-D-RNA-2). The term “DELETIONZONE” has been
inserted into the HTS defective reference to identify the zone where the deletion is located. This zone
consists in 3761 nucleotide sequences and is indicated by the rectangle.
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Figure S3: Multiple sequence alignment of D-RNA3 clones (two clones were sequenced and are referred
to in the figure as D-RNA3a-Sanger and D-RNA3b-Sanger) with the defective reference from HTS (MEaV-
2_RE-LJV-D-RNA3). The term “DELETIONZONE” has been inserted into the reference HTS defective to
identify the zone where the deletion has been identified. This zone consists in 648 nucleotide sequences
and is indicated by the rectangle.
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Figure S4: Multiple sequence alignment of D-RNA4 clone (referred to in the figure as D-RNA4-Sanger)
with the defective reference from HTS (MEaV-2_MG-Mena-D-RNA-4). The term “DELETIONZONE” has
been inserted into the reference HTS defective to identify the zone where the deletion is located. This
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30K R K 3R R KR R K R R KK R KR K R R K R R KK R R 30K K KKK K 0K 30K K K R RO XK K

CGACACACTACGAGTTTAGACTTCTATTGCATAAGAAATCGAATGGACCAGGGGATTGGT

CGACACACTACGAGTTTAGACTTCTATTGCATAAGAAATCGAATGGACCAGGGGATTGGT
53 3 3 K 3K K K 3K 3 3K K K 30K 3K K K 3K K K KK 3K 3K 3 K 30K 3 3K 30K 3K K 3K K 3 3 3 K K K K 3K 3 K K K 30K 3 K K K K

CGAGATGTCGAACTGATTGAGAAAATAACGGAACACGTCGCGAGGACTTTCTTAATTGAG

CGAGATGTCGAACTGATTGAGAAAATAACGGAACACGTCGCGAGGACTTTCTTAATTGAG
5k 3 3 K K 3K K K 3 3K 33K 3 K 30K 3K K K K K K 3K K K 3K 3R 0K 3 K K K K K KK 3K 33K K 3K K K 3 K 30K K K 30K X KK K K

CAGTGTTCCTAACAATTATTACG

CAGTGTTCCTAACAATTATTACG
K o K K KR KK KK OR K OK K KK K K KK K K

ELETIONZONE[TGATTTAGCAGAATGGACCATGTC

------------ [TGATTTAGCAGAATGGACCATGTC
b s s kR R R R R KRR KR KKK K

CAGAACGACATCGGGTAAGGCAGGTTTGTTACAAAAACTGCAAATACCTTCACTTCCCCA

CAGAACGACATCGGGTAAGGCAGGTTTGTTACAAAAACTGCAAATACCTTCACTTCCCCA
30K SR R K K ROK 3OKOK K KK K OK KOKOK KK K KKK KKK KOK K K K K KK K KKK KKK K R KK K KO KKK K

TACTCAACTGGATGAATTCAAACTTATGGTGAAAGGGGATTTGAAACCAAAACTAGATGA
TACTCAACTGGATGAATTCAAACTTATGGTGAAAGGGGATTTGAAACCAAAACTAGATGA

RERKERKEER KRR K KRR K KRR KRR KKK RK KKK EERERRKKRERRKRKRKRKKEERXK KRR KRR XK X

CACTTGCTTATCCGACATTCCGAGTGGTCAAAATATAGTTTATCACGAACGAGCAGTTTG

CACTTGCTTATCCGACATTCCGAGTGGTCAAAATATAGTTTATCACGAACGAGCAGTTTG
350K ok K K K K KK K K K K K K 3K KK K K K KK R K 3K K K KK K K K K 3K KR 0K 3K K K K K R KK KK K KKK KKK K

TGCTTGTTTTTCTGTCTGTTTCATCCAAATGACAAAAAGATTGAAAGCCATATTAAACAG

TGCTTGTTTTTCTGTCTGTTTCATCCAAATGACAAAAAGATTGAAAGCCATATTAAACAG
s 3 oK 3 K K R 3K K 30K K 3K K K K 3K K R KK 30K 36K K 3K K K K K K K 30K 3K 5 3 K 3K KK K K K K K KK X KKK K

ACGAGCGAAATTATTTGTAGGTGTAGACCTCTCTGAATTTGCTCTCGATATTCAGCTCAC

ACGAGCGAAATTATTTGTAGGTAA- - === === === ======m-mmommmmoooeoeaae
33 Sk kK Sk kR R K K K 8OR 3k 3k K Ok ok ok

zone consists in 444 nucleotide sequences and is indicated by the rectangle.
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