Start crop Point End crop Point

1 MSA length = 8637 1
-« == TTATT---CTTTTAATCAT----TTGTTGGTCTTTTTCCAAA-AGATGTAAGTAAGTTGTTTCATTTCAGTAARRT - THABAATAAACBACGT TA- - - - - e
-------------------------------------------------------------------------------------------------------------- TAATGGGGEAATTTAT-ATTTTATTTATTATATTTATAAACATTAATCTTTTATGTA
-------------------------------------------------------------------------------------------------------------- BAACAAGGARBATE- - -AATCTTGTTRATTRTAT -BABAAAAATTAATCTC- - - - - - -
ATAA- - - - - TTACTTTTAAG- - -TTTTTT------ CTTIRBTTCAAA-AAATGTAAGAAAATTCTTTAATTTAAGTAATTTTITGAAAAARBA CAAM - - - - - - - - - - s m e e e e
----CTGCT---CT@TBAGTCAC- - - - - - AATGATCTIIT THICC A A A - A - - - o o b e e e e e e e e e e oo ee oo
-------------------------------------------------------------------------------------------------------------- TATAGRGAAATT - - - ABT-TTATTTATTATATTTATAAAAATAAATCTTTTATTAA
-« - - TCGCTTTARTTTTAGTRGTTTAATEGTTTATCTTTTTTCAAA-AGATATGAGAAGACCGGTTAATTTCAGEAAT TBCT TGAAAAAAAACARICT TAT - - - - -« - e ot et
ATAATTGCTTTACTTTTAGTCATTTTTTTGTTGATGATTTTCCAAATAAATGTAAGAAAATTGTTTAATTTCAGTAAT TTCT TGAAAAAAAACAACT TTA - - = & o & s s m e o e ot o e e m et e ot f ot e m e e m e e o i e e oo e e eommaaoemamea o
ATAATTGCTTTACTTTTAGTCATTTTTTTGTTGATGATTTTCCAAATAAATGTAAGAAAATTGTTTAATTTCAGTAAT TTCT TGAAAAAAAACAACT TTA - -« = & o o s s s e m e o e f e e m e o e o et ot e m ot e o et ot e e oo i e e eom i amemaeea o
-------------------------------------------------------------------------------------------------------------- TAATAGGGAAATTTTTGATTTT- -BTTTATABTTATAAAAATTAAGCTTCTATTTA
ATAA- = - - e mmmmmeeee e TTTTTT e e mmmmmmmmmmee o - AAA - = = o s e e e e e e TABTTTCTTGAAAAAAAABAACT TTA- - - - m e m
-------------------------------------------------------------------------------------------------------------- TAATAGECEBAR T TTAT - - - e e L TGATTTA
ATAA- - - - - ATACTTTTBGGC -« - v s e e e e CBA A - - - m - m Lo TAA- - -GAAAATTTATAATTTTATTTATTATAT T TATAA - - = - c o s e me e e e e e o -

-------------------------------------------------------------------------------------------------------------- TAA- - -GAAAATTTATAATTTTATTTATTATATTTATAAAAACTATTTTTTTATTTA



Start crop Point

O MMM 1 (00 WOIUCET Cmmr o ﬂmmm e H%Wﬂll llﬂd%ﬂmm R
| IIIIIII-IIIIIIIIIIIIIIFIIIIIIHII LR O R

I||I|IIIIII II[IIIII|IIIIII[|I T |II|lIlIIIII]I|Il]]]]I |I|| |||||||||| |||I| [I] | || Illl[l

End crop Point

|

[ 0} AR Iﬂﬁlﬂtﬂlﬂ
I][ 0 0 AR I AAVRACKD A0S
IIIII RNV AT 0”0 e

I][lllll]lll]l]llﬂ]]l]l Il]IIIIIII] WA N0

IIIII Illlﬂlllllﬂl | NCRTL Ilwlll I|[I II milmm‘ﬂnﬂ% II |I II II I|| iii
1RO AR AN o H | HHII 11T IHHIHlHII I “”EH.I%HII || ﬁi W{h. I .;J.Wl Eﬁ“ﬂm 'Z
1 e Rt e i #" Hi w%.m-..m

1] |1 W || |||I|| 80 000 T O S SR [P OE , |
0 1000 2000 3000 4000 5000 6000 7000 8000




_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 8637 bp
size: 8637bp; fragments: 83; full length: 0 (>=7773.3bp)
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divergence to consensus (%)
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size: 10404bp; fragments: 83; full length: 0 (>=9363.6bp)
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divergence to consensus (%)

TE: Itr_1 family 100

size: 271bp; fragments: 35; full length: 30 (>=243.9bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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