Start crop Point End crop Point

1 MSA length = 1886

AACGGCTTCTACACTACJJAGCGAAGTAAGCCAAGGTTGGCCGAAGTCGA- - - - - - - - - - AAGTATTTCGCGAGGAACTTCGCGAATAGTGTAGAGGTC T TTATAAGAAGIEET TR AR~ ABR T AAAT- AT ATTIRNCE A A B~
AAfllcccTCTACACTACTAJCGAAGTAAGCCAAGGTTGGCCGAAGTCGA- - - - = - - - - - AAGTATTTCGCGAGGAACTTCGCGAGTAGTGTAGHGGCCGTTTATAGAA ABT AT
---------------------------------------------------------------------------------------------- AGTCGA=--=-=-----AAGTATTTCGCGAGGAARTTCCTRAARAAGG T TCARBCC- - - - - - - - - - -
AAACGGCCTCTACACTACTAICGAAGTAAGCCAAGGTTJGCCGAAGTCGA- - - - - - - - - - AAGTATTTClCGAGGAACTTCGCGAGTAGTGTAAGGCCGTAR- - ----- - - -
TATATTCTTA-TTHGT AAAJIACCIICTACACTACTAGCGAAGTAAGCCAAGGTTGGCCGAAGTCGA - - - - - - - - - - AAG- - - TTCGCGAGGAACTTCGTGAGTAATATAGAGGCCG - - - == - = - - -
T-TGTETAAACABAT AACGGCCTCTACACTAITAGCGAAGTAAGCCAAGGTTGGCCGAAGTCGA=- - - - - - - - - - AAGTATTTCGCGAGGAACTTCGCGAGTAGTGTAGAGGCCGTTTTA- - - - A
------------------------------------------------------------ N
------ AAACGGCCTCTCACTACTAGCGAAGTAAGCCAAGGTTGGCCGAAGTCGA- - - - -+ ---AAGTATTTCGCGAGGAACTTCGCGAGTAGTATTGAGGTCGTTTATAAAAA -
AAACGGCCTCTACAITACTAGCGAAGTAAGCCAAGGTTGGCCIAAGTCGA ---------- IAITATTTCGCGAGGAICTTCGCGAGTAGTGTAGAGGCCG.AATAAGAAA
----------------------------------------------------------------------------------------------------- AAGTATTTCGCGAGGAACTTCGCGAGTAGTGTAGAGGCCGTTTA------A
- TGBTTTTAAT--GT AT------ TIAAACGGCCTCTACACTACTAGCGAAGTAAGICAAGGTTGGCCGAAGTCGA - - - - - - - - - - AAGTATTTCGCAGGAATTCGCGAGTAGTGTGAGGCCGTTTATAGGAAA

TATGTTTTTAATARAT
A--TTTTTAATTHA AT-=----- T AAACGACTTCTACACTAITAGCGAAGTAAGCCAAGGTTGGCCGAAGTCGA
ATGTTTIAA.T TT AATATTTAART AAACGGCCTCT.ACTACTAGCGAAGTAAGCCAAGGTTGICCGAAGTCGA

AAT AGTGTAG
A- - GET THA
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.
size: 1886bp; fragments: 3076; full length: 3 (>=1697.4bp)
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fasta.b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 2190bp; fragments: 2896; full length: 0 (>=1971bp)

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

5

TE: rnd_5 family 5347

size: 1194bp; fragments: 2803; full length: 33 (>=1074.6bp)
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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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(windowsize = 25, threshold = 50.00 10/10/25)

V4
4 /
/S
4 /
S 7 y /
/4
4 J/ J/ /
Yy
VY
;7 s
p /
Y /
S/ /S 7 /
/ 4
/
I I I
0 500 1000 1500

TE consensus after TEtrimmer (bp)




