Start crop Point End crop Point

1 MSA length = 7059
----- TTAATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT——————————AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCAI——TA A AA TAAARTTTA TTCAAAA
T A—-ATIAATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT —————————— AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTTT AA GGGA AAARTATTAGEA ATTCAIAA
-------------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT——————————AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCT i

TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT-=-=-=-=-=----- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCT ————— AAA
TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT-=-=-=-=-==---- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCAT---AlA
TATT -
ACAAATAAAATTTTTGG AATATAACTTTAATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT -=-=-===-=-=--- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - TA- - -
ACAAATAAAATTTTTGG AATATAACTTTAATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT-=-=-===-=-=--- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCA----AAA TATT -

—————————————— TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT——————————AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCAI——————————————— TATTA
ACAAATAAAATTTTTGG AATATAACTTTAATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT-=-=-==-=-=--- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCA----AAA TATT -
ACAAATAAAATTTTT -G AATATAACTTTAATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT -=-=-===-=-=--- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA TA- - -
GCAAA-AAAATHERTT - AA TA- - -
GCAAA—AAAATITT—AA TA- - -
TA- - -
TA- - -

> > > > > > > > >

TCTACAAATAAAATTTTTG AATATAACTTTAATGTAGTAGTTTAGGCTTTCGCGGCCATCGT TTGAAGAAT TTTGG T TT T = - - - - -« = & & & o o f ot & & &ttt b o f ot ot b bttt b ottt bttt b bttt b ot ot f o f et oo iioo o i i iioo o imiaoo oo
TTTRPAC- - - - - - oo - - TTRT-------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT - - - ==« - - - - AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATT/TAAA ATTCTABG
------- ABAALGA - - - - - - - - ATA- -BCTTBATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT - - - - - - - - - -AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTT - AffjA ATTTTABG

---------------------------------------------------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT----------AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA A--TTA--- -

CAT T T6T---------------ArTRRGAG T --------------------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT---------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATIEIAA
----------------------------------------------------------------------------------- TGAAGAATTTTGGT T T T - - cmmmmmmmmmmmmmmemcececeeecececceeecceccececececee-o-o-----MATTHTAAA
------------------------------------------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT——————————AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTIAITT—AAA
THRA T ABARA - - - - AAATTEETAA AATA---CTTTAATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT--=------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTTTIEA
TETT— —!IAATAIAATT TGTGCAT TGT TGAAATTAAA - - - - < - - == - m oo oo oo - - TTTACHGHE T TGECEACEG THCTTTRAAGAATTTTGGTTT T -« -- - - AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA
-------------------------------------------------------------------------------------------------------------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA
TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTGGTTTT - -« - - --- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAATTCHENR- - - - - AAA
TGTAGTAGTTTAGGCTTTCGCGGCCATCGT TTGAAGAAT TTTGG T TT T m = = = = = = = = =@ = @ s o oo e o m o e o e o e o e o e f e o e f e m e m e m e o e o e f e o e o e ot ot ot o ot ot ottt et oo e e oo e o eo oo oo mmmom oo
--------------------------------------------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT -~ -~ -----AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTIETET - ArAATE- - - -
---------------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT----------AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTTIR------------
AATA - ABATTAATIITAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT- - - - - - - - - AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTT!IAA
TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT-=-=-=---- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCA- - - - AAA

AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AIA
AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTICA -TTTAAA
AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA

A--TTE- - - -
A--TTAAA
A--TTAAA
ATTTTAAG
TA------ TTAAAA
TA- - —.A -TTTAAA

.
TET TABACAABTAAAATTTT - AA
TEETTA ACAAITAAAATTTT—AA
TEGEATTE- - - AATEAAATTTRTGA
TRETTTR--------------- i~

---------------------------------------------------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTHAN- - - AlA

AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAITTITHTTAAA
----------------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTTTAAA
------------------------------ AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATITTAAA

------------------------------------------------------------------------------------ AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA
---------------------------------------------------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCAY- - - AffA
---------------------------------------------------- AAGCAATTCTAACCGACJJACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA

TTR------- ARG T T-- - AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTClTTTTAA

AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCHT - - - A
AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTA----A A
AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTTAAA
AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCAT - - - AJijA
--------------------- TGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT----------AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTCATTT T - - -cmcmemn--

TCT ACAAATAAAATTTTTGG-T.TA

------- AAATERTRT - - - - -

A.A-AATITAACT.AATGTAGTAGTTTAGGCTTTCGCGGCCATCGTTTGAAGAATTTTGGTTTT ---------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTI ----- AAA TIT A
AT GTTTIAAGAATTTTGGTTTT ---------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA TA- - ABBABATTC AAA
GTTTGAAGAATTTTGGTTT T---------- AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA TA- - -BARA - - TABAA

TTT.AGAATTTTGGTTTT —————————— AAGCAATTCTAACCGACGACGGCCTAATAACCCGAAAAACCAAAATTCTTC- - - - - AAA TA- - - ARATTTTHERAA - -
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 7059 bp

size: 7059bp; fragments: 4546; full length: 0 (>=6353.1bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_

divergence to consensus (%)
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size: 7359bp; fragments: 4550; full length: 0 (>=6623.1bp)
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TE: rnd_1 family 442

size: 2224bp; fragments: 1233; full length: 192 (>=2001.6bp)
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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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consensus before TEtrimmer (bp)

Dotplot

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