Start crop Point End crop Point

1 MSA length = 7508 1
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT —CTATTTAIAAT

AGTTATGTGAGAGGAAATEGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCITTGTCGAAATCCATAATT ————— TAAAAC
AGTTATGTGAGAGGAAATIGCATGGTTTTCCCACGAAGACGCGAGCGAAA —————————— GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAAT THERA - - - - - TAAAAC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT ATTAATTAAAAT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
————————————————————————————————— AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA--=-=-------GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT -TTAATTARAGT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT —TCGAIT AAAT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATTINGENE - - - - - -
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - - =-=-=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
——————————————— AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA--=-=-------GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
C-TTTAAAAETT - GAT AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
C—ITTAAA AAT - - - - - AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
TTTTTAAARA - - - - - - - AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
TT-TTAAAAA AGTTATGTGAGIGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA —————————— GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
CITT—IAAAAI! ————— AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
TTTT7T--------- AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
——————————————— AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA--=-=--=-----GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- GAAAAATAAAATTTTT-AAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- IAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
———————————————————————————————————————————————————————————— GAAAAATAA.TTTTTTAAAAAAGTATTTTCGTTGTCGAAATCCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA
AGTTATGTGAGAGGAAATAGCATGGITTTCCCACGAAGACGCGAGCGAAA
AGTTATGTGAGAGGAAATAGCATGGTTTTCCIACGAAGACGCGAGCGAAA

TTTTTAAAIAATTAAAT

AA T-TTTAAAAAATH- - - -
------------------ TTTAAAABAN- - - - -
AT

4 0 4 4 44 -4 -4 0 00

______________ CI___________

CTTTTAAA.ATT—AA
TT.TIAAAAAT—AA T
-------------- TTTAAAAAARR- - AT

4 4 4 > 4 4 - > -

AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA
-AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA
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11447 fasta.b.bed_uf.bed g 1l.bed fm_1.bed 0 O bcIn.fa _aln.fa c
size: 7808bp; fragments: 468; full length: 49 (>=7027.2bp)
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TE: rnd_5 family 11447
size: 7511bp; fragments: 471; full length: 49 (>=6759.9bp)
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After TEtrimmer ORF and PFAM domain plot
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