Start crop Point End crop Point

1 MSA length = 956 1

CTGCGCAJJAAGCGTTACCGTACTGAGTACGGTTCTCTCCGTCGTTGGAAC
CTGCGCAGAAGCITTACCGT—CCIAGTACGGTTCTCTCCITCGTTGGAAC
CTGCGCAGAAGCGTTACCGTACCHMAGTACGGTTCTCTCCGTCGTTGGAACEBAAIR- - - - -CEATEERE TR TCIRRT - - TRTHCEE . TH e CcC- - - - - -
CTGCGCAGAAGCGTTACCGTACTGAGTACGGTTCTCGCCGTCGTTGGAAC
CTGCGCAGAAGCTTACCGTACCGAGTACGGTTCTCTCCGTCGTTGGAA
CTGCGHAGAAGCHTTACCGTACCGAGTACGGTTCTCTCCGTCGTTGGAAC
CTGCGCAGAAGCTTACCGTACCJAGTACGGTTCTCTCCGTCGTTGGAAC
TTAGCTTTGTTCCAACGCAGAAATTGGACCGTTCTAGAACGGTTATTGGTA - - -« - - - - - CTGCGCAGAAGGTTACCGTACCGAGTACGGTTCTCTCCGTGTTGGAACBAARCT - - - - - - - - -
ATAGCTTTGTTCCAACGCIIGAAATTAGACCGTTCAGAACGGTJATTGGTA- - - - - - - - - - CTGCGCAGAAGCGTTACCGTACCGATACGGTTCTCTCCGTCGTTGGAACBAARCT - - - - - - - - -
ATAGCTTTGTTCCAACGCAGAAATTAGGACCGTTCTAGAACGGTTATTGGTA - - - == - = - - - CTGCGCAGAAGCGTTACCGTACTGAGTACGGTTCTCGCCGTCGTTGGAAC
ATAGCTTTGTTCCAACGCAGAAATTAGJACCGTTCTAGAACGGTTATTGGTA- - - - - - - - - - CTGCGCAGAAGCGTTAJCGTACCGAGTACGGTTCTCTCCGTCGTTGGAAC
TTAGCTTTGTTCCAACJCAGAAATTAGGACCGTTCTAGAACGGTTATTGGTA- - - - - - - - - - CTGCGCAGAAGCGTTACCGTACCGAGTACGGTTCTCTCCGTGTTGGAAC
ATAGCTTTGTTCCAACGCAGAAATTAGGACCGTTCTAGAACGGTTATTGGTA - - - == - = - - - CTGCGCAGAAGCGTTACCGTACCJAGTACGGTTCTCTCGTCGTTGGAAC
THAICTTTGTTCCAACGCAGAAATTAGGACCGTTCTAGAACGGTTATTGGTA- - - - - - - - - - CTGCGCAGAAGCGTTACCGTACTGAGTACGGTTCTCGI!GTCGTTGGAAC
TIAGCTTTGTTCCAACGCAGAAATTAGGACCGTTCTAGAACGGTTATTGGTA ---------- CTGCGCAGAAJJCGTTACCGTACCGAGTACGGTTCTCTCCGTCGTTGGAAC
ATAGCTTTGTTCCAACGCAGAAATTAGGACCGTTCTAGAACGGTTATTGGTA - - - == - = - - - CTGCGCAGAAGCGTTACCGTACTGAGTACGGTTCTCGCCGTCGTTGGAAC
ATAGCTTTGTTCCAACGCAGAAATTAGGACCGTTCTAGAACGGTTATTGGTA - - - == - = - - - CTGCGCAJJAAGCGTTACCGTACTGAGTACGGTTCTCGCCGTCGTTGGAAC
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ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 1258bp; fragments: 17789; full length: 0 (>=1132.2bp)
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TE: md_5. family 294 Before TEtrimmer 451 bp

size: 451bp; fragments: 466; full length: 150 (>=405.9bp)
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After TEtrimmer ORF and PFAM domain plot
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