Start crop Point End crop Point

1 MSA length = 6063 1
I TTABCAAAGATAATTCTACTACGAATAGATAA- - -------- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG

————AIT AATTGIATATTTT —————— ATTARCAAAGATAATTCTACTACGAATAGATAA- - --=-=--=--- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
ATTTTAAA AA---AA------ GCCACT.T CAAAGATAATTCTACTACGAATAGATAA----=---=--- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
————AIT AATTGIATATTTT —————— ATTA CAAAGATAATTITACTACGAATAGATAA —————————— TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG

-AA- - ABTEBAATATTETBATEE T TT
-AATATTATAATATTATHATRAAAT
-AA- - ABTEBAATATTETEATEETTT

—AA-TTA.ATATTAT ATTTETT TGlA - - - -AAA AATTAAAAAT——TACCACTA CAAAGATAATTCTACTACGAATAGATAA - - = = = = = = - - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
-------------- TTABBATTTEAT TABAT - - -BAA A-ccec-ATA---=-----A CAAAGATAATTCTACTACGAATAGATAA----------TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
—IATIA.ATIATAT TERTTTTTT TA TTITA A.TAAATIT.TGCCACTATTA CAAAGATAATTCTACTACGAATAGATAA - - = - - = = = = - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG

-------------------------------------------------------------------------------------------------------------- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TACAAAATAATTCTACTACGAATAGATAA - - - - - - - - - - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
-------------------------------------------------------------------------------------------------------------- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG

—.TAAITITAITATIAT.TTAATT.A-AITT.AT.TIAIGATTAACTITA—TAICITTITTGICAAAGATAATTCTACTACGAATAGATAA ---------- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTGHC
-------------------------------------------------------------------------------------------------------------- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTGEC

BB ABCAAAGATAATTCTACTACGAATAGATAA - - - - -« - - - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTGHT
-------------------------------------------------------------------------------------------------------------- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTGET
-------------------------------------------------------------------------------------------------------------- TAATTTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATATTCTTTGEC
----------------------------------------------------------------------- CAAAGATAATTCTACTACGAATAGATAA- - - ------ -TAATTTTACACGGJATGGGTTTTCTATTGTGTTAACTATAATATTCTTTGHC
TAATAATJATAATATTATIRATTATAT ATATTAAA AATTAAATATTTTACCACCATTGICAAAGATAATTCTACTACGAATAGATAA - - - - = = - - - - TAATTTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATATTCTTTGHT
TAATAATTATAATATTABBATTTATT ATTTTAAA GETTAAC-ATTTTACATTTATAABCAAAGATAATTCTACTACGAATAGATAA - - -« -« - - - TAATTTTACACGGJATGGGTTTTCTATTGTGTTAACTATAATATTCTTTGHC
TAATAATIIATAATATTATIATTATAT ATATTAAA AATTAAATATTTTACCACCATTGIICAAAGATAATTCTACTACGAATAGATAA - - - - = = - - - - TAATTTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATATTCTTTGHT
TAATAATIATAATATTAT ATTATAT ATATTAAA AATTAAATATTTTACCACCATTGICAAAGATAATTCTACTACGAATAGATAA - - - - = = - - - - TAATTTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATATTCTTTGHT
- -AAATTATAATRR- - - -@ARTATTT CAAAGATAATTCTACTACGAATAGATAA- - - - - - - - - - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTGHT
-------------------------------------------------------------------------------------------------------------- TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTGHC
------------------------------------------ CAAAGATAATTCTACTACGAATAGATAA----------TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTGHT
---------------------------------------------------------------------- CAAAGATAATTCTACTACGAATAGATAA----------TAATTTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATATTCT T TG - - - - - - = = = = = = = m oo e o e e o e e o e e o e e e e e e e e e e e oo o -
TAATAATTATAATATTARBATTTATT T AT AR TT T TAAAE TR TIGB T TAACAATTTTACATTTATAABCAAAGATAATTCTACTACGAATAGATAA - - - - - - - - - - TAATTTTACACGGEATGGGTTTTCTATTGTGTTAACTATAATATTCTTTGHCEIBBA - - - - - - - - - - - oo e

-------------------------------------------------------------------- TTARCAAAGATAATTCTACTACGAATAGATAA----------TAATTTTACACGGGATGGGTTTTCTATTGTGTTAACTATAATATTCTTTG
FAATTATAATITTAT TTATTERT GRATT- -AAABTRTRAA- - - - - - oo ABICAAAGATAATTCTACTACGAATAGATAA - = = = = = = = - - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TATAATATTATHEAT AAA“AIATTTTAAAI I IAA— - AA- - - .- GCCACTBMTBECAAAGATAATTCTACTACGAATAGATAA - = - = - = - - - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
IITAT ATA- - - - ATT --------------------------------------------- ABCAAAGATAATTCTACTACGAATAGATAA - == = == = = - - TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TAATTTIACACGGGATGGGTTTTCTATAGTGTTAAITATAATATTCTTTG

ATTTIAAG AA
- -TTTAAAAT AN -

TAATTTEACACGGGATGGGTTTTCTATAGTGTTAABTATAATATTCTTTG
TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
TAATTTTACACGGGATGGGTTTTCTATAGTGTTAACTATAATATTCTTTG
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)

size: 6063bp; fragments: 16534; full length: 0 (>=5456.7bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 6363bp; fragments: 16520; full length: 0 (>=5726.7bp)

divergence to consensus (%)
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divergence to consensus (%)
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size: 3820bp; fragments: 379; full length: 0 (>=3438bp)

TE: Itr_1 family 876
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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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