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1 MSA length = 266
AATCTTCTTGGAATTTTAGAATGGTCGCAACTAAAGAAGGAGCCAGGAGCGC---------- GATGJCGCTCCTGGCTCTTCTTTAGTTGCGACCATTCTA
TAT.CTG ABGTTTTTCGG- - - - - TAGAATGG.GCAACTAAAIAAGGAICCAGIAGCGTC ---------- GATGACGCTCCTGGCTCCTTCTITAGTTGCGACCATTCTA
TA----TTA TRATTATTCTGAlTTCTAGAATGGTCGCAATAAAGAAGGAGCCAGGAGCGTC- - - - - - - - - - GATGACGCTCCJGGCTCCTTCTTTAGTTGCGACCATTCTA
--------- CTA ce-e-seeoo oo - -BAGAATGGTCGEAACTAAAGAAGGAGCCAGGAGCGTC- - - = - - - - - -GATGACGCTCCTGGCTCCTTCTTTAGTTGCGACCATTCTA
TTG TAATTTTTTTGGAATTTTAGAATGGTCGCAACTAAAGAAGGAGCCAGGAGCGTC------ -~ - - GATGACGCRBcCTGGCTCCTTETTTRGTTGCGACCABTCTARE- - - - - -
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- TTG TAATTTATTTGGAATTTTAGAITAGTCGIAACTA———AAGGAGCCAGGAGCGTC —————————— GATGACHICTCCTGGCTCCTTCTTTAGTTGCGACCATTCTA TARTARDEEREGEN AT TWT - ----AA-----------
CTA G TCCTGGITCCTTCTTTAGTTGCGACCATTCTA TA TAAATAAAGT TG

TAA- - - - - - - GGAA- - - - - - - ATAGTCGCAACTAAAGAAGGAGCCIGGAGCGTC ---------- ATGAC
TAGAAT GTCICAACTAAAGAAGGAGCCAGGAGCG ------------ ATGACGCTCCTGGCTICTTCTTTAGTTGCGACCATTCTA
TAGAAT GTCGCAACTAAAGAAGGIGCCAGGAGCGTI ---------- GATGACGCTCCTGGCTCCTTCTTTAGTTGCIACCAITIT ------
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size: 266bp; fragments: 429; full length: 67 (>=239.4bp)
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size: 566bp; fragments: 429; full length: 0 (>=509.4bp)
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TE: mnd_3_family_206 Before TEtrimmer 247 bp
size: 247bp; fragments: 327; full length: 22 (>=222.3bp)
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