Start crop Point End crop Point

1 MSA length = 608
TBAA - AAATRTTClT A--TAAGGCICACTGTCCACGGAGGCGTAGCTTCATGACGCGTATTCGTCATTA- - -« - - - - - - AGCTGTACGGCGTATTTTGAAGCIMCTATGAAGCTACGCCTCCGTGACAGTARMCCY- - -ATIMGTRAT
g S T GCTTTAGGCCCACTGTCCACGGAGGCGTAGCTTCATAGECGCGTATTCGTCATTA- - -« -« -~ - - AGEITGTACGGCGTATTTTGAAACHTCTATGAAGCTACGCCTCCTGGACAGTARIGCCTAARTT THAT
THTGC------ TTTT G---AAGGCCCACTGTIRCACGGABCHEGTAGCTTCATAGACGCGTATTCGTATTA -« -« -« - - - AGITGTACGGCGTATHTTGAAGCGTCTATGAAGCTACGCCTCCGTGGAMAGTAGGCCTA -« -« - x o w o c o c o m oo
-------- TGTT-T -« -----------CCCACTGTCCACHGAGGCGTAGCTTCATARACGCETMTTCGTCATTA----------AGCTGTACGGCGTATTTTGAAACGTCTCTGAAGCTACGCCTCCGTGGACAATAGGCC - - - - -
TRAG-AAAT - - - - - CTTAAGGCCCACTGTCCACGGAGGCGTAGCTTCATAGACGCITATTCGTATTA -« - - - - AGCTGTCGGlGTATTTTGAAACGTCTCTGARBGCTACGCTCCGTGGACAGTGGCCTAAAAT
TETA- - - ee oo oo - - ANARTCACGAACGHA - - - - - - - TRCECTGTCCACGHAGGCGTBGCTTCATAGACGCGTATTCGTCATTA - -« -« -« - - AGCTGCACGGCGTATTTTGAAGCGTCTATGAAGCTACGCCTCCGTGGACAATAGGCCT - - - A

TRTAT----TTTTT A--TAAGGCCCACTGTCCACGGAGGCGTAGCTTCATAGACGCGTATTIGTCATTA- - - -« -« - - AGCTGTACGGCGTATTTTGAAGCGTCTCTGAAGCTACGCCTCCGTGGC- - - ---- - - - TAAT

-------------- GAAT - - - - - GC-TAAGGCCCACTJJTCCACGGAGGCGTAGCTTCATAGACGCGTATTCGTCATTA----------AGCTGTACGGCGTATTTTGAAGCGTCTATGAAGCTACGCCTCCGTGGACAGTAGGCCTAAAAT
TRTRTAcGTrTTTT ACCTGIGGCCCACTGTCCACGGAGGCGTAICTTCATAGACGCGTATTCGTCATTA ---------- AGCGCACGGCTATTTTGAAGEGTCTATGAAGHTACGTccGTGGcAG TN TlAAT
L TTTTRT A- - TBAGACCCACTGTCCACGGAGGCGTAGCTTCATAGACGCGTATTCGTC-TTA- === === --- AGCTGTACGGCGTATTTTGAAGCGTCTATGAAGCTACGCCTCIGTGGACAGTAGGCC- - - - -

TT THlATAAACTTTCT ATTTAAIGCCCACTGTCCACGGAGGCGTAGCTTCATAGACICGTATTIGTCATTA- - - - - - - - - - AGCTGTACGGCGTATTTTGAAGCGTCTCTGAAGCTACGCCT@CjrccAacAaTAGGCCY----T

THTAT----TGHCTT

A—TTTAGACCCACTITCI ------- IGTAGCTTCATAGACGCGTATTCGTCATTA ---------- AGCTICACIGC——ATTTTGAAGCGTCTATGAAGCTACGCCTCCGTGGACAGTAGGCCTA—AAT
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size: 608bp; fragments: 1480; full length: 162 (>=547.2bp)
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tab.bed utbed g 3.bed fm Lbed 0 0 belnfa ainfa clfa gsfa. After TEtrimmer Extended plot Blue lines are boundaries

size: 908bp; fragments: 1689; full length: 0 (>=817.2bp)
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TE: rnd_5 family 121

size: 604bp; fragments: 1620; full length: 165 (>=543.6bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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