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MSA length = 428
TTT ATATACAGTGCTTTTATTTTAACTGTGAACATAGGGT|AATCA- - - - - - - - - - AAGCCCTATGTTCACAGTTAAAATAAAAGCACGGiTA THlTAAGT AA
TTT ACATACAGTGCTTTTATTTTAACTG- —AACATAGGCGTCAITCA ---------- AAGCCCTATGTTIACAGTIAAAATAAAAIC.GGTAT.TETAAGT AA
-------- CA-AJAGTCTTTTATTTTAACTGTGAACATAGGCGTCAATCA- - - - - - - - - -AAGCCCTATGTTCACAGTTAAAATAAAAGCACGGTAT - - - - - - - - - -AGT AA
TTT ACATACAGTGCTTTTATTTTAACTGTGAACATAGGCGTCAATCA - - - - - - - - - - AAGCCCTATGTTCACAGTTAAAATAAAAGACGGTATA TEACAAG
TTC ATATACAGTGCTTTCATTTTAACTGTTAAIAIAGGCGTIAATIA ---------- AAGCCCTATGTTCACAGTTAAAATAAAIGCACGGTATA T!IATA——T
TTT ATATACAGTGTTTTATTTTAACTGTTAACATAGGCGTCAATCA- - - - - - - - - - WAGCCCTATGTTCACAGTTAAAATAAAAGCACGGTATA TTHMACA- - T
---------- ATATACAGTGCTTTTATTTTAACTGTGAACATAGGCGTCAATCA- - - - - - - - - - AAGJCCTATGTTCACAGTTAAAATABAAGCACGGTAT - - - - - - - - - AAGT
ATATACAGTGCTTTTATTTTAACTGTGAACATAGGIGTCAATCA ---------- AAGCCCTATGTTCACAGTTAAAATAAAAGCACGGTAIA-TTIATI—GT
TATACAGIGCTTITITTTTAACTITGAACATAGGCGTCIATCA ---------- AAGCICTATGTTCACAGTTAAAATAAAAGCACGGTATA -----------------------------------------
ATATACAGTGCTTTCATTTTAACTGTTAACATAGGCGTCAATCA - - -~ - - - - - - AAGCCCTATGTTCACAGTTAAAATAAAAGCACGGTATA-TTIATA— - T-A-AIA-AIATIAIA-

AT -TCAA
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
size: 428bp; fragments: 520; full length: 105 (>=385.2bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa

divergence to consensus (%)

20

15

10

5

size: 728bp; fragments: 472; full length: 0 (>=655.2bp)
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TE: rnd_4 family 2540
size: 1150bp; fragments: 451; full length: 4 (>=1035bp)
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