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MSA length = 428
T T T T CAA T A T AACGCGGA T T T T T - - - - AACCAAAGA T A T T T T CGCCAAACA - - - ACA T A T ACAGTGC T T T T A T T T T AAC TGTGAACA T AGGAGT AAA T CA - - - - - - - - - - AAGCCC T A TGT T CACAGT T AAAA T AAAAGCACGGA T T ACACA T T T T AAGT CAGT ACCAGACAGT A T AAAA T AGT AAAGAGAAAAA T - T CAA T A T C TGGAA
T T T T T T T A - - - AA T T AAGT AG - - T AAGCGT T A T CGC TGT T T T AGA T AC T T AACACGACA T ACAGTGC T T T T A T T T T AAC TG - - AACA T AGGCGT CAGT CA - - - - - - - - - - AAGCCC T A TGT T T ACAGT AAAAA T AAAAACGGGGT A TGAAAGT CA T AAGT A TGC T C T TGA T T CAAGAA T A T A T T T T T A - T CAGTGT A - - AAGGT T T AACG
T T T - - - - - - - - AA T A T AA T CC T T CAAAA T T TGACAACGT C T TGTGTGGT T A T T A T ACCA - AAAGT AC T T T T A T T T T AAC TGTGAACA T AGGCGT CAA T CA - - - - - - - - - - AAGCCC T A TGT T CACAGT T AAAA T AAAAGCACGGT A T - - - - - - - - - - AGT ACA T A T T AGGA TGGA T AAAAAA T CGAC T A TGGAAA T A T - A TGA T T TGCAA
T T T T C - - - - T AAA T AAAA T T T T A T AAGA T C T T ACAAC - - - - - - - - - - - - - - T T A T AACA T ACAGTGC T T T T A T T T T AAC TGTGAACA T AGGCGT CAA T CA - - - - - - - - - - AAGCCC T A TGT T CACAGT T AAAA T AAAAGAACGGT A T A T CGT C T ACAAGCGT A T T T TGGAAA T CAGAAAA T A T T T AGT - T AAGCA T A TGA TGA T T T AGGT
A T T C T CA T A T AAA T AAAGT AC - - T AACAGC T AAAAA T A T T T T T T A T ACA T - T T AACA T A T ACAGTGC T T T CA T T T T AAC TGT T AA T ACAGGCGT T AA T T A - - - - - - - - - - AAGCCC T A TGT T CACAGT T AAAA T AAACGCACGGT A T A T T T T T CA T A - - T A T T ACC T A T AACGT ACA T CA T ACCAGC T A T T AGT A T - - - AAAAA T TGGGA
T T T T C T CGA T AAGACA T AA T T - - T AAAA T T C T A T T ACAA T C T T TGTGA T T A - - - T AA T A T ACAGTGT T T T T A T T T T AAC TGT T AACA T AGGCGT CAA T CA - - - - - - - - - - T AGCCC T A TGT T CACAGT T AAAA T AAAAGCACGGT A T A T AA T T T ACA - - T TGGT T TGA T T TGAAGT AACAAA T TGC T CA T T A TGGCACGCAAACC T T AA T
A T T - - - - - - - - - - T T T AAC T T T T T A TGAA T T TGAAA T C T C T TGT ACGA T C - - - - T AA T A T ACAGTGC T T T T A T T T T AAC TGTGAACA T AGGCGT CAA T CA - - - - - - - - - - AAGACC T A TGT T CACAGT T AAAA T AGAAGCACGGT A T - - - - - - - - - AAGT AAGT CCGAGC T C T T C T T T CAAGT CGGC T - - - - - - A T A TGAACACGCACAA
A T T T CCA T A T AAA T TGAAGC T T T T AAAGA T T T A T A T A T T T T T T TGCGT T T A T T A T T A T A T ACAGTGC T T T T A T T T T AAC TGTGAACA T AGGTGT CAA T CA - - - - - - - - - - AAGCCC T A TGT T CACAGT T AAAA T AAAAGCACGGT AGAAGA T T T A T T - GTGCC T C T A T AA T TGT T T T A T AAAGCA TGT - - - - - - - - - TGAAGA T A TG - - -
GT CCA T AC - - - AA T CCA T T AA T T AAAAAGT T T C T AA T A T T T T T T AAC T A T A - - - GT T T A T ACAGAGC T T C TGT T T T AAC T A TGAACA T AGGCGT CCA T CA - - - - - - - - - - AAGC T C T A TGT T CACAGT T AAAA T AAAAGCACGGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T AC - - - GT CA TGGGT CG
A T T C T CA T A T AAA T AA TGT CC - - T AACAGC T AAAAA T A T T T T T T A T ACA T - T T AACA T A T ACAGTGC T T T CA T T T T AAC TGT T AACA T AGGCGT CAA T CA - - - - - - - - - - AAGCCC T A TGT T CACAGT T AAAA T AAAAGCACGGT A T A T T T T T CA T A - - T A T T ACC T A T AACGT ACA T CA T ACCAGC T A T T AGT A T - - - AAAAA T TGGGA
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 size: 428bp; fragments: 520; full length: 105 (>=385.2bp)
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No TE domain detected

After TEtrimmer 428 bp
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 size: 728bp; fragments: 472; full length: 0 (>=655.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_2540

 size: 1150bp; fragments: 451; full length: 4 (>=1035bp)
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