Start crop Point End crop Point

1 MSA length = 790
----------- CG.— CATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGICAA— I CATTGICCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATG A--een--- —TTTAIAA TTGIET
R Y G B B R e I T.CC COIEG- - -------- CATTGTCCTTATGGICAGTTTCCAATCTAAACTTGTTTCATTTATCTATG -------------------- TGAWT
TTTCTTTTTTG- - - - - CATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA---------- CATTITCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTITG - —T.A —TTTAAAATTTI I I TTAAAT
----------- CA.ACATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA— ---------CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGH- - TCAA ATTT-AI AIAAAT
------------------------- CATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA----------CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGEEATCTA

TTTCTTTTTTGIG

TTACIAT.GCA

CATAGATAAAAGAAATAAATTTAGATTGGAATGCT - ===~ - - CC-AA —————————— CATTGTCCTTATGGGCAGTTTCCAATCTAAAITTGTTTCATTTATCTATG —————————
ACATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA----=-=-=-=-=-- CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATG
ACATAGATAAAAGAAATIAATTTAGATTGGAATGCTCGGCTTCCCGCCAA —————————— CATTGTCCTTATGGGCAGTTTCCAATCTAAAITTGTTTCATTTATCTATG ——ICAA
ACATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA----=-=-=-=-=-- CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGHRAATAAA

ATTTTA TTA
ATTATEAA

CTA

TTACTTTT----ABBMACATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA- - - = - - - - - - CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGRAARAAGHRA - - - TAAAA - - -
-------- CATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA= - <=« ----CATTGTCCTTATGRECAGT TTCCAATCTAAACT TGTTTCAT TTATCTATGRE - - - - - - - - - o s e e ot oo ool
IA.ACATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA ---------- CATTGTCCTTATGGGCAGTTTCIAATITAAAITTGTTTCATTTATCTATG AATCAG-TTTTAAAATTA.T
-------- CATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA----------CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGl------------
CABMACATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA- - - - - - - - - - CATTGTCCTTATGGJCAGTTTCCAATCTAAACTTGTTTCATTTATCTATG- - - TCAA
---------------- CATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA----------CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGMATCT

----- TTTCTETT TcAACATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA=- - - - - - - - - -CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGH- - - - -
TTTCETTTTTG- - - - - CATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCAA---------- CATTGTCCTTATGGGCAGTTTCCAATCTAAACTTGTTTCATTTATCTATGAATCAG -TATAAAA- - -
TTRCTTATTTGCABICATAGATAAAAGAAATAAATTTAGATTGGAATGCTCGGCTTCCCGCCAA- - - - - - - - - - CATTHTCCTTATGGGCATTTCCAATCTAAACTTGTTTCATTTATCTATG -« - cmmmmmmm o a e oo
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 fasta.b.bed uf.bed g 2.bed fm_ 1.bed 0 O bcin.fa_aln.fa cl.fa gs

size: 1090bp; fragments: 3151; full length: 0 (>=981bp)
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TE: rnd_4 family 2962
size: 758bp; fragments: 5095; full length: 211 (>=682.2bp)
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[E consensus before TEtrimmer (bp)
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