Start crop Point End crop Point

MSA length = 3407 1
TTA- —-T.TTCAAAAGACTTCTGGGTTTTCGCCACTIAGIAAATCTACAAAATCTACAAAA GTGGCGIAAAACCCAGAAGTCTTTTGAAGAAATGAA CCGC-CACAAAGGT
GTGGCGAAAAACCCAGAAGTITTTTGAAGAIAIGA ACAACCTC- - - - -
GTGGCGAAAAACCCAGAAGTCTTTTGAAGAAATAAARCAAATTTCAAAATIRTARAN- - - - - - - -
GTGGCGAAAAACCCAGAAGTCTTTGAAGAAATGAANCCGC - CACAAAG-T
GTGGCGAAAAACCCAGAAGTCTTTTGAAGAAATGAARBCCGC - CACAAAGGT
GTGGCGAAAAAICCAGAAGTCTTTTGAAGAAATG AAICTTICAAA——T

GTGGCGAAAAABCCAGAAGTCTTTTGAAGAAATGAARBCCGC - CACAAAGGT
GTGGCGAAAAACCCAGAAGTCTTTTGAAGAAAIAA————GI ---------
GTGGCGAAAAACCCAGAAGTCTTTTG AGAIATG-AIAC ---------
GTGGCGAAAAACCCAGAAGTCTTTTIRAARBAATAAANAAI TCACAAAG-T
GTGGCGAAAAACCCAJAAGTCTTTTGAAGA ATAAAIAAI!TTTCAAAI—T
GTGGC - = = = = = = = = mmm e e e e e e e e e e e e e

GTGGCGAAAAACCCAGAAGTTTTTGAAGAAATGAANICCGC - CACAAAG-T
GTGGCGAAAAACCCAGAAGTCTTTTGAAGAAATGAARBCCGC - CACAAAGGT
TTCAAAAJJACTTCTGGGTTTTCGCCACTAAGAAAATCTACAAAATITACAAAA- - - - - - - GTGGCGAAAAACCCAGAAGTTTTTGAAGAAATGAAJCCGC - CACAAAG-T
TCAAI———ITTIT———TTTTCITTAC ----- AAITTTATAAIA ------------------- GTGGCGAAAAICCCAGAAGTCTTTTG --------------------------------------------------------------------------

TTCAAAAGACTTCTGGGTTTTCGCCACTAAGAAAATCTACAAAATCTACAAAA - - - = - = = - - - GTGGCGAAAAACCCAGAAGTCTTTTGAAGEAATGAAJCCGC-CACAAAG-T AATATTTA -
O 8 1 1 AATATITAA
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2d_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa_aln.fa_cl.f

divergence to consensus (%)

size: 3407bp; fragments: 49776; full length: 0 (>=3066.3bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 3797bp; fragments: 39807; full length: 0 (>=3417.3bp)

divergence to consensus (%)
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divergence to consensus (%)

TE: rnd_5 family 3538
size: 3215bp; fragments: 55990; full length: 16 (>=2893.5bp)
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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)

3000

2500

2000

1500

1000

500

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)

Ve

v

NONN N N

/

/

I I I I
1000 1500 2000 2500

TE consensus after TEtrimmer (bp)




