Start crop Point End crop Point

1 MSA length = 4361 1
------------------------------------------------------ CAAAGAATATTATAGTTAACACAATAGAAAACCCATCCCGTGTAAA----------C AICCGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTG T-GA

AAAATCTAATARAG- - - - - - TTTAMT - - TTCAAAGAATATTATAGTTAACAC - ATAGAAAACCCATCCCGTGTAAA - = = = = = = = = - C AGCIGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTG TTG
C AA.— - —AAIA

AGGATAAAARTGCAGHETTTTCAAAGAATATTATAGTTAACACAATAGAAAACCCATCCCGTGTAAA- - ---=-=-~--- CHAGCCGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTGET --A

----------------------------------------------- CAAAGAATATTATAGTTAACACAATAGAAAACCCATCCCGTGTAAA----------ClAGCCGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTG- - TIJAJAC
ABAA- - -AATAR- - - - - AARTTTART T T TCAAAGAATATTATAGTTAACACAATAGAAAACCCATCCCGTGTAAA- - - - - - - - - - ClAGCCGTCCCATTTACGTGJGTTATCTATTCGTAGTAGAATTATCTTTG- - T - AGMAT
AAAATCTATIIBACGATABAAMTTCABTCGTTCAAAGAATATTATAGTTAACACAATAGAAAACCCATCCCGTGTAAA- - - - - - - - - - CBAGCCGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTGHC - - ABAC
AAAA- - -AATAR- - - - - AAGABAGCIIICTTTJCAAAGAATATTATAGTTAACACAATAGAAAACCCATCCCGTGTAAA- - - - - - - - - - CBAGCCGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTGHECTGARGC

> O 60 > > > > >

-------------------------------------------------------------------------------------------------------------- CBAGCCGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTGEC - GA
GAGA - - - AATAIACGATGAGA AGCCGTCCCATTTACGTGGGTTATCTATTJGTAGTAGAATTATCTTTGHT
AAAACTTIBBTABCAATAAAA AGCCGTCCCATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTGET
AGATCGETA ACGGTGAA - AGCCGTCCCATTTACGTGGGTTATCTATTIGTAGTAGAATTATCTTTG TTGA-T_
GAAITCTAAIA AGCCGTCCIATTTACGTGGGTTATCTATTCGTAGTAGAATTATCTTTG T




| || R I !
1] | | |
[l ARV ,, | |
i i H | i
1l || Il ] IR I ]
| [1I
| | 1l | Il
i 0T m | |
I [ !I! A RECE A AL T il Iﬂ 1]



1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 4361 bp

size: 4361bp; fragments: 10978; full length: 0 (>=3924.9bp)
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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: 4710bp; fragments: 10875; full length: 0 (>=4239bp)
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divergence to consensus (%)

TE: nd_1_family_706 Before TEtrimmer 323 bp

size: 323bp; fragments: 3763; full length: 713 (>=290.7bp)
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After TEtrimmer ORF and PFAM domain plot
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ansus before TEtrimmer (bp)
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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