Start crop Point End crop Point

MSA length = 285 1
T C TTGAAGGGTCCAGGGGAAAAACTTGATAAGC - - == = = = - - - AATGGCGCTTATBATG- - TTTCCCCTGGACCCTTCA - === - - o - - o= -
T T TTGAAGGGTCCAGGGGJAAAACTTGATAAGC- - - - - - - - - - AATGGCGCTTATCATHTTTTTTCCCTGGACCCTTCA- - - TAA-AAAATAGIERATAT THBEE - - - - - - - - -
A T ATGAAGGGICCAGGGGAAAAACTTGATAAGC - - = = = = = - - - AA- - - - - - TTATCATGTTTTTTCCCTGGACCCTTCA--------------MEATACTEERRABT-------------
A T ATGAAGGGICCAGGGGAAAAACTTGATAAGC ---------- AA- - - - - - TTATCATGTTTTTTCCCTGGACCCTTCA - - === == === = = = -
A T TTGAAGGGTCCAGGGGAAAAARTTIIATAAGC - - - - - - - - - - AATGGCGCTTATCATGTTTTTCCCCTGGACCCTTCA - == === == === = = -
T T TTGAAGGGTCCAGGGGAAAAA!ITGATAAGC ---------- AATGGCGCTATCATGT-TTTCCCCTGACCCTTCAATT
A T TTGAAGGGTCCAGGGJAAAAACTTGATAAGC- - - - - - - - - - AATGGCGCTTATATGTTTTccliTcGACClTTCAATT
T C TGAAGGTCCAGGGGAAAAACTTGATAAGH- - - ---- - - - AATGGCGCTTATCATGT-TTTCCCCTGGACCCTTCAARTIAACEAAIN- -
A TTGAAGGGTCCAGGGGAAAAACTTGARAAGC- - - - -~ ---- AATGGCGCTTATCATGTTTTTTCCCTGGACCCTTCATTTTHATAAAATAA
A TTGAAGGGTCCAGGGGAAAAACTTGATAARC- --------- AATGGCGCTTATCATGTTTTTCCCCTGGACCTTCAATTTATAAAATAG
A C--ATATTCA ATGAAGGGTCCAGGGGAAAAACTTGATAAGC - - - = = = = - - - AATGGCGCTTATCATGTTTTTCRCCTGGACCC =« ===« - - - - - - - - - - - TIRAATANTACAACA 1G~ACGA T TATTAKACAGECABTETATTT---- - - - -
A AGAATATTTAI TTGAAGGGTCCAGGGGAAJAACTTGATAAGC- - - - - - - - - - AATGGCGCTTATCA----TTTCCCCTGGACCCTTCAATTTAATAAAATGG

ATGAAGGGTCCAGIGGAAAAACTTGATIAGC ---------- AATGGCG—ITATCATGTTTTTTCCTTGGACCCTTCATITTAATAAAATAG
TTGAAGGITICAGGGGAAAIACTIGATAAGC ---------- AATGGCGCTTATCATGTTTTTCCCTT.A-TTCAATT -----------
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size: 285bp; fragments: 3421; full length: 546 (>=256.5bp)
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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: 598bp; fragments: 3396; full length: 0 (>=538.2bp)
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divergence to consensus (%)

TE: md 1 family 405 Before TEtrimmer 241 bp

size: 241bp; fragments: 3227; full length: 1213 (>=216.9bp)
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[E consensus before TEtrimmer (bp)
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