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MSA length = 853 1
TI— —TAA-T.CAATGACTAAAGAATACAAGGACGCGTAACGCGCATATACG ---------- CAATTTGGTCTCGGGTGTTATTGGTCCTTGTATTCTTTAGTCATTG - - - = == = - - - AGTTTAA

0 CAATTTGGTCTCGGGTGTTAT GG JCCTTGTATTCTTTAGTCATTGATTA AATTIAAE-TT- - - -
TACAAAA CCAATGACTAAAGAATACAAGGACGCGTAACGCGCATATACG - - - - -~ - - CAATTTGGTCTCGGTGTTATTGGTCCTTGTATTCTTHAGTCATTGTTAA AGTTTHABATTTAA
TA--AAA -CA TGACTAAAGAATAIAAGGACGCGTAACGCGCATITACG ---------- CAATTTGGTCT GGGTGTTATTGGTCCTTGTATTCTTTAGICITTG———— AAITT CTTT- -
CATGAAA CCAAJJGACTAAAGAATACAAGGATGCGTAACHCGCATATACG - - - - - - - - - - CAATT- - - - - TECRGTGTTATTGGTCCTTGTATTCTTAGTCTATR- - - - - TATACCGA TGE THEEA - - - - - - - - - - - - - - - - AA
TTTABAA CCAATGACTAAAGAATACAAGGATGCGTAACGCGCATATACG - - - - - -~ - - CAATTITCTCGGGTGTTATTGGTCCTTGTATTCTTTAGTCATTGATTA AATTTEAR- - - - AG
------------------ CCAITGACTAAAGAATACAAGGACGCGIAAIGCGCATATACG——————————CAATTTGGTCTCGGGTGTTATTGGTCCTTGTATTCTT——GTCATTGATTA AGTITAA ATITAA
-------------------------------------------------------------- CBrATACH----------CcAATTTITCTCGGGTGTTATTGGTCCTTGTATTCTTTAGTCATTGAATA AATTTAAMATT - - -
ClTATAAAARTIICCAATGACTAAAGAATACAAGGACGCGTAACGCGCATATATG- - - - - - - - - - CAATTTGGTCTCGGGTGTTATTGGTCCTTGTATTTAGTCTATG- - - - AATTTAABATTC- - -
6 ATATE---------- CAATTTGGTCTCGGGTGTTATTGGTCCTTGTATTCT TTAGTCATT G- = = = = = = == mmm e e e e e e e e e e o o ATEBTAAT- - -TAAB
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 853 bp
size: 853bp; fragments: 3715; full length: 72 (>=767.7bp)
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ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 1161bp; fragments: 3715; full length: 0 (>=1044.9bp)
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divergence to consensus (%)

TE: d 4 family 207 Before TEtrimmer 767 bp

size: 767bp; fragments: 4241; full length: 81 (>=690.3bp)
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[E consensus before TEtrimmer (bp)
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