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1 MSA length = 7510

------------------------------------------------------------------------------------------ AAAAATAA;ITTTTTTAAAAAAGIATTTTCGITGTIGAAATC
BAAATTTT AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - == == - = - - - AAAAATAAR T TTTTTAAAAAAGTATTTTCGT - - TCGAAATC
- -AA---TT AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - = - - = - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
-------------------------------------------------------------------------------------------------------------- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC

-------- AAIA ABRARA - - - - - AGTTATGTGAGAGGAAAT CATGGTTTTCCCACGAAGACGCGAGCGAIA—————————— AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
---C AAAA ABA ATTIA

AGTTATGTGAGAGGAAATEBERICATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - == - -~ - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAAIC
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------------------------------------------------------------------------------------------------------- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATT
AAAA AGTTATGTGAGAGGAAATIGCATGGTTTTCCCACGAAGACGCGAGCGAAA ---------- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIMATAATT
A AGTTATGIGAIAGGAAATAGCAIGGTTTTCCCACGAAGACGIGAICGAAA ---------- AAAAATAAAITTTTTTAAAAAAGIATTTTCGITGTIGAAATC --------

AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAA-TTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAJIAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTJAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGIGAIAGGAAATAGCAIGGTTTTCCCACGAAGACGCGAICGAAA ---------- AAAAATAAAITTTTTTAAAAAAGIATTTTCGITGTIGAAATC --------
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCMATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - = - - - - - - AAAAATAAAT TTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATT TTTTTTT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAITTTTTTAAAAAAGTATTTTCGTTGTCGAAATC ATAATT ARA TIRE
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCMATAATT TTTTTT

AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCMATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - = - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAR- AAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCHATAAT TGN
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - = - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCMATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCMATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - = = - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATTEE- - - - - - - - - - - -
i TSR AT AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
e ATT - - - - - AAAT AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
-------------------------------------------------------------------------------------------------------------- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATT
- -TTTT ABA---T AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
lAATTIT.AL AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT
------------------------------------------------------------ AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCIATAATT
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AGTTATGTGAGIGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA —————————— AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCRATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - ===~ - AAAAA.AAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - === - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC

ATAATT
ATAATT
ATAATT
ATAATT

AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAAT TGGEERGIESIERRERRE A T T T T T TSR - - - - - - - - -
TTT

AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAAT TSN - - - - - - - -
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCRATAATT
———————————————————————————————————————————————————————————— AAAAATAA.TTTTTTAAAAAAGTATTTTCGTTGTCGAAATC ATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCERATAATT

AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - == == - = - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - = - - = - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - == - = - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - == - = - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - == == - = - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - == == - = - - - AAAAATAAARTTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - == == - = - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
AGTTATGTGAGAGGAAATIGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCTTGTCGAAATC
AGTTATGTGAGAJJGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - - - - - - - AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATC
------------------------------------------------------------ AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTTCGAAATCIATAATT
AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - == == - = - - - AAAAATAAAA-TTTTTAAAAAAGTATTTTCGTTGTCGAAATCATAATT

AGTTATGEGABGGEBAATAGCARGGTTTTCCCACGAIGACGCGAJCGAAA- - - - - - - - - - AAAAATAAABTTTTTTAAAAAAGIIATTTTCGBTGTRGAAATCRAT - - - - - - - - TTITTAT—
-------------------------------------------------------------------------------------------------------------- AAAAATAAABTTTTTTAAAAAAGEATTTTCGETGTHIGAAATC - TTRTTAT -
-------------------------------------------------------------------------------------------------------------- AAAAATAAABTTTTTTAAAAAATATTTTCG GAAATCEATAATT TTTTTAT
-------------------------------------------------------------------------------------------------------------- AAAAATAAABTTTTTTAAAAAARTATTTTCG GAAATCEATAATT TTTTTAT
-------------------------------------------------------------------------------------------------------------- AAAAATAAABTTTTTTAAAAAARTATTTTCG GAAATCEATAATT TTTTTAT
-------------------------------------------------------------------------------------------------------------- AAAAATAAABTTTTTTAAAAARTATTTTCG GAAATCEATAATT TTTTTAT-
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divergence to consensus (%)

TE: Itr_1 family 816
size: 9101bp; fragments: 587; full length: 1 (>=8190.9bp)
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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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