Start crop Point End crop Point

1 MSA length = 629

TGT----TT AGGGTACGCACACAAAGAAAGEBAGGTTAATCAGCGCTTATTTCCGGCGCC- === == - - - - AAGCGCTTGTTACCAGCAAGCAG AGETCTETRGT TCATCRCCG- - - - - - -

TGT----TT AGGGTACGCACACAAAGAAAGIAGGTTAATCAGCGCTTATTTCIGGCGCC ---------- AAGCGCTTGTTACCA.AIGTA.AEIGTI -----------------

TGTAAATT AfllGGTBCcGCACACAAAIAAAGCAGGTTAATCAGCGCTTATTTCCGGjGCC- - - - - - - - - - AAGCGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTCCGTACCCTHA
AGGGTACGCACACAAAGAAAGCAGGTTAATCAGCGCTTATTTCCGGCGCC- - - -~ - - - AAGCGCTTGTTCCAGJAAGCAGGCAACCTGCTTTCTTTGTGTCCGTACCTTA
AGGGTACGCACACAAAGAAAGCAGGTTAATCAGCGCTTATTTCCGGCGCC- - ===~ - - - AAGCGCTTGTTACHAGCAAGCAJGCAACCTGC|TTCTTTGTGTCCGTACCCTTA
AGGGTACGJACACAAAGAAAGCAGGTTAATCAGCGCTTATTTCCGGCGCC- - - = - - - - - - AAGCJCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTCCGTACCCTAA
- WRRRG Cc CATTTAAAGEAAGCAGGTTAATCARCGCTTETTTCCGGCGCC - - - - - - - AAGCGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTCCGTACCCTAA A -
AGGGTACGCACACAAAGAAAGCAGGTTAATCAGCGCTTATTTCCGGCGC- - - - - ----- AAGCGCTTGTTACCAJJCAAGCAGGCAACCTGCTTTCTTTGTGTCCGTACCCTAA A -

------------------------------ AGGGTACGCACACAAAGAAAGCAGGTIIAATCAGCGCTTATTTCCG---------------AA--GCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTCATGTCCGT§CCCTAA A

------------------------------ AGGGTACGCACACAAAGAAAGCAGGTIAATCAGCGCTTATTTCCG———————————————AAGCGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTCATGTCCGTACCCTAA A

------------------------------ AGGGTABGCACACAAAGAAAGCAGGTTAAT - AGHGcTTATETCllcGeGgec------ - - - -AAGCGCTTGTTACCAGCAAMTAGGCAACCTGTTTTCTTTGTGTCCGTACCHEMAA A

------------------------------ AGGGTAIGCACACAAAGAAAGCAGGTTAAT—AGIGCTTATITCIGGCGCC e —AAGCGCTTGTTACCAGCAAITAGGCAACCTGCTTTCTTTGTGTCCGTACCIAA A

TATAAA - - - AGGGTACGCACACAAAGAAAGCARBGTTAATCAGCGCTTATTTCCGGCGCC - = - = - = - = - s - s - s - e e et bbb oo oo A

TATIEATIT G.TAIGIACACAAAGAAAGCAGGTTAITCAGCGCTTATTTCCGGCGIC ---------- AAGCICTIGITACIAGCAAGCAGGCAACCTICTTTCTTTGTGTCCGTACCCTAA A

TATAGA - TTAGTTCCA TTTE T AGAAA TGA T TTCGGA TA T T T T TAC G T A Tl - - - - - - - - - o - o o o o e o e o e e e e e e e e e e e e e e e e e e e e e AAGCGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTCCGTACCCTAA A

------ AAICGCTTITTACCAGCAAGCAGGCIACCTGCTTTCTTTGTGTCCGTACCITAA A

TATAAA - AAGCGCTTGTTACTARIIA - - - - - - - - - oo oo e el
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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 629 bp
size: 629bp; fragments: 813; full length: 24 (>=566.1bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 932bp; fragments: 813; full length: 0 (>=838.8bp)
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size: 453bp; fragments: 134; full length: 45 (>=407.7bp)

TE: rnd_5 family 3505
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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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