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1 MSA length = 1440

TGAAGA ATATTETACT TTTTA TTHRCHTRAAACABCCTCTACACTATGCGAA TTCGAARCARGTCAAGGTCHRCHETTTHGTC
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AACABCGT ACACTATGCIA CCGAABRCAMGTCAAGGTCGCHETTTCGTC
CGTCHACACTATGCGA TTCGAA GTCAAGGTIGC TTTCGTC

T TEAAACA cGAABCABTcAAGGTCGCETTTCTC
-------------- CTRTETHAAACA TTCGAAMCARGTCAAGGTCGCETTTCGTC
---------------- TTHT ATACA TCCGAABCABGTC- ABGTCCRG THTCRT-----------
--------------- TTRTETRAAACA TTCGAABCABGTCAAGGTCGC
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TTCGAABCARGTCAAGGTCGC GEAATGTTTACJAAATATTTCGGAAATATTTCG - AAACATTTCGGGATAGT
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CCTCTACACTATTCGGABAAMET TCGAABCABGTCAAGGTC GAAATGTTTAJJGAAATATTTCAGAAATATTTCGTAAACATTTCGGGATAGTETAA
-------------------------------------------------------------------------------------------------------------- GAAJJTGTTTACGAAATATTTCAGAAATATTTCGTAAACATTTCGGGATHGTETAG

CTACACTATTCGGABAA TTCGAABCABGT - AAGGTCGC GAAATGTTTACGAAATATTTCAGAAATATTTCGTAAACATTTCGGGATAGIBTAG
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GICAAGGTCGC ------------------------------------------------------------
GTCAAGGTCGC GAAATGTJTACGAAATATTTCGGAAATATTTCGTAAACATTTCGGGATAGT
GTCAAGGTHGCHATTTRGTC- = - - - - - - - - - AATGTTTACGAAATATTTCAGAAATATTTCGTAAACATTTIGGGATAGT
GTcaafleTcae BBAATGTTTACGAAATATTTCAGAAATATTTCGTAAACATTTCGGGATAGT
GTCAAGGT CGIM T TTCGTC - - = = = = = = o e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o s T
GTCAAGGTCGC

CCTCTACACTITGCGAA
CGTCTACACTATGCGA
CTCTACACTATGCGGA
CCTCTACACTATTCGGA
CGTCTACACTATGCGA



Start crop Point
(11 TR | H
R
| ‘.| ||| |
. ‘| ||| |
||| ” |||‘ II'I

1 \ "| ......

il i i'!

'""'-""""" ! L ‘ I l! “'F- ' ; h : . “ e
| Tt

|' . M‘Wﬁmm“ﬂlﬂﬂﬂnl MIIIIIIIIIHHIINIIW

— ol "Wf e
< I =l




1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 1440 bp

size: 1440bp; fragments: 6028; full length: 0 (>=1296bp)
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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: 1835bp; fragments: 4455; full length: 0 (>=1651.5bp)
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TE: rnd_1 family 746
size: 413bp; fragments: 2811; full length: 737 (>=371.7bp)
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After TEtrimmer ORF and PFAM domain plot
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consensus before TEtrimmer (bp)
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