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1 MSA length = 342 1
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AR TAAGAACGAATCGAGTGAAAGACAACCACTTCTATGAATATTTTATTATTTTT------- - - - GTCGCCGAAAAATACTGCTJACACT CTGACTCAAAGAGTCTTIITEG TEEEETAG TEECEAAATAGEH- - - - - - - ACTCTTTTTGTACCCA
ABBTATGAACGAATCGAGTGAAAGACAACCACTTCTATGAATATTTTATTATT T T T-------- - - GTCGCCGAAAAATACTGCTCACACT CTGACTCAAAGAGTCTT-----------------BABATAGCH- - - - - - - ACTCTTTTTGTANCCA
T TAAGAACGAATCGAGTGAAAGACAACCACTTCTATGATTATTTTATTGTTTTT------- - - - GTRGCCGAAAAATACTGCTCACA- - - - AAC - - —A-GTI!TTA
TEETAAGAACGAATCGAGTGAAAGACAACCACTTCTATATTATTTTATTGTTTT T -« -« - - - - - GTCGCCGAAAAATACTGCTCACACAG .l ----------------
TAAGAACGAATCGAGTGAAAGACAACCACTTCTATGATTATTTTATTGTATT T ---------- GTCGCCGAAAAATACTGCTCACAC- - - - -ATATAAAACTHGATTTIACTAA
- —ATAI— - —AICIGTTTTE.CC
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———————————————————————————————————— TAAGAACGAATCGAGTGAAAGACAACCACTTCTATGATTATTTTATTGTATTT-=---=------GTCGCCGAAAAATACTGCTCACACA
TAAGAACGAATCGAGTGAAAGACAACCACTTCTATGAATATTTTATTGTTTIT —————————— GTCGCCGAAAAATAITGCICACACT
CEBAAAAA TATGAACGAATCIAGTGAAAGACAACCACTTCTATGATTATTITATTGTATTT —————————— GTCGCCGAAAAATACTGCTCACAIA
TAATA-A TAAGAACGAATCGAITIAAAGACAACCACTTCTATGATTATTTTATTGTTTTT —————————— GTCiICGAAAAATACTGCTCACACT
TAATA-A TAAGAACGAATCGAGTGAAAGACAACCACTTCTATGAATATTTTATTGTTTIT —————————— GTCHCCGAAAAATACTGCTCACAQT

AATAAA TATGAAIGAATCGAGTGAAAGACAACCACTTCTATGAATATTTTATTGTTTTT —————————— GTCGCCGAAAAATACTGCTCACA@mT
TAATA-A TATGAACGAATCGAGTGAAAGACAACCACTTCTATGAATATTTTATTATTTTT -=-=-=-===-=--- GTCGCCGAAAAATACTGCTCACARA
TIAAA—A TAAGAACGAATCGAGTGAAAGACAACCACTTCTATGATTATTTTATTGTATTT -=-=-=-==----- GTIGCCGAAAAATACTGCTCACACT
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size: 342bp; fragments: 132; full length: 62 (>=307.8bp)
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size: 643bp; fragments: 132; full length: 0 (>=578.7bp)
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TE: rnd_5_family 1327
size: 320bp; fragments: 179; full length: 85 (>=288bp)
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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