Start crop Point End crop Point

1 MSA length = 7477 1
TGTTCAGGCTAGCTAAGGCATTTTTGTTAGATTGTAATAATAGATTATAG- --------- ACATTTTGGTCCTACAAGCCAGAAACATTTTGGTTTACIAGCCACAACCAAT——

TGTTCAGGCTAGCTAAGACATTTTTGTTAGATTATAATAATTGTTTATAG---=------- ACATTTTGGTCCTACAAGCCAGAAACATTTTGGTTTACGAGCCCCAACCA---C
TGTTCAGGCTAGCTAAGACATTTTTGTTAGATTATAATAATTGTTTATAG---=------- ACATTTTGGTCCTACAAGCCAGAAACATTTTGGTTTACGAGCCCCATCCAITCT
TGTTCAGGCTAGCTAAGGCATTTTTGTTAGATTGTAATAATAGATTATAG---=------- ACATTTTGGTCCTACAAGCCAGAAACATTTTGGTTTACGAGCCACAACCAAC-T
TGTTCAGGCTAGCTAAGACATTTTTGTTAGATTATAATAATTGTTTATAG---=------- ACATTTTGGTCCTACAAGCCAGAAACATTTTGGTTTACGAGCCCCATCCAT--C
TGTTCAGGCTAGCTAAGACATTTTTGTTAGATTATAATAATTGTTTATAG---=------- ACATTTTGGTCCTACAAGCCAGAAACATTTTGGTTTACGAGCCCCAACCAT --=-=-=-=-=-=-----
TGTTCAGGCTAGCTAAGACATTTTTGTTAGATTATAATAATTGTTTATAG---=------- ACATTTTGGTCCTACAAGCCAGAAACATTTTGGTTTACGAGCCCCAACCATTCTITAAIAIT

TGTTCAGGCTAGCTAAGACATTTTTGTTAGAITATAATAATTGTTTATAG -----------------------------------------------------------------------------------

CC-GTC
CITATTT
CCTGTTT
CCTGTTT

CC—IT

ACTIACTA
ATTTAAT i
ACAIAATA
ATATAATAT

______________________________________________________________________________________________________________ /o
--------------------------------------------------------------------------- ACA- - - mmmmmmmeeeeeceieieieieeeeeieeeeeeeeoo----TCCTlTTClACTC
--------------------------------------------------------------------------- A A - - e L TCCTWTTCEACTC
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divergence to consensus (%)

25

20

15

10

5

size: 7477bp; fragments: 665; full length: 0 (>=6729.3bp)
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 804.fasta.b.bed ufbed g 2.bed fm Lbed 0 0 belnfa an.fa cl After TEtrimmer Extended plot Blue lines are boundaries
size: 7782bp; fragments: 520; full length: 0 (>=7003.8bp)
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TE: Itr_1 family 804

size: 6341bp; fragments: 111; full length: 7 (>=5706.9bp)
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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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