Start crop Point End crop Point

MSA length = 6827 1
TTAAGAGTCCATTTCACTGGTCCGAAAAAGTAGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCTTAAGAATG---CT
TTAAGAGTCCATTTCACTGGTCCGAAAAAGTAGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCTTAAG- - - - - - - -
TTAAGAGTCCATTTCACTGGTCCGBAAAAGTAGCAAA- - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCJTAAATGGACTCTTAAG- - - - TAAC
TTAAGAGTCCATTTCACTGGTCCGAAAAAGTAGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCTTAAGGACATAACT
TTAAGAGTCCATTTCACTGGTCCGAAAAAGTAGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCTTAAGAATA----T
TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCTTIAI————TAA -----
TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCTTA - -AATATAACT

TTAAGAGTICATTTCACTGGTCCGAAAAAGTAGCAAA ---------- TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCT TAAG - = = = = = & o o o f e e e e f e e e e f e e e e i i e e e e oo s
TTAAGAGTCCATTTCACTGGTCCGAAAAAGTAGCAAA - = = - = = = = = - TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACT CT TAAT - & & & = m o o o e f e e e f e f e e f e e e e e i i e e e oo s
TTAAGAGTCCATTTCACTGGTCCGAAAAAGTAGCAAA - - = = - = = = = - TGAGACCGACCCGAGCAGTGCAGCGTAAATGGACTCTTAAGAATATAAAT-AIGTA.TITAIAT_
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2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 6827 bp

size: 6827bp; fragments: 14231; full length: 5 (>=6144.3bp)

o
8 .
2 S <
o
_ — o _|
— — o
— — ©
= = ——— S
Sol= = == _ % S = "/ >
LR I = = _——— — @ 2 3 §
=) ) s = o _|
g — = %; f 9 ,
@ - = =E=—— = - [=2 ™
= == —= = o 8 o g
B 0 = - =E=—— E S 8- S S
c — = =V = = ~ © — <
e) = =_— = = o (0]
o = = = (o)) ]
5 - == = Z © Z8
e = = = ) 3 S
3 == = £ 2 s 2 § .
2 9 = == - | o Q7 O
(] — = =" — = 8
g) = _— a . % E 8 §_
= =—} == - &
s = . i
= =T _ S |
= « S | y, No TE domain detected
— i 8
. L P
ST
(=] T T T T T T (=] JTL[ | T 1 T T (=] T T T T T T T T T T T T
0 1000 2000 3000 4000 5000 6000 1000 2000 3000 4000 5000 6000 0 1000 2000 3000 4000 5000 6000 0 1000 2000 3000 4000 5000 6000
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ed g 2.bed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 7128bp; fragments: 14178; full length: 3 (>=6415.2bp)
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TE: rnd_5 family 8965
size: 4097bp; fragments: 21763; full length: 15 (>=3687.3bp)
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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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