Start crop Point End crop Point

1 MSA length = 1078 1

-------------------------------------------------------- GTTTTTTTAJJACACAAGCGAACGGCAGCTCTAT-TTCGJAGA- - - - - - - - - - AGTTAATAAAATTAACAATA - AAAATACTABATTTCACAATCGCCATAA
------- TTTTTTTATACACA AGCGIACGiIAGCTCGTATTTTIGGAGA————————————————————————————————————————————————————————————

AGCGAACGIRCABCTCOTIB- - TCGGAGA - - - - - - c - e e e et
AICGAACGGCAGCTCGTAT TTCGGAGA - - - = = = = - - - AGTTAATAA——TTAACAATAIAAAATIACTAC ------------------
AGCGAACGGCAGCTCGTATTTTCGGAGA - = - & & & o oo o o f e e e e e f e e f f e f e e e e e e e e e

TTGTAACITTTTTTTATACICA
TGTAACGTTTTTTTATACACA

THTAACGTTTTTTTATACACAGAGIIMARBGGCAGCTCGTATHTTCGCARA- - - - - - - - - - AGTTAATAAAATTAACAATAJAAAATJACTACATTTCACAATCGCCATAA

---------- TTTTTTTATAACABAGCGAACGGCAGCTCGTATT - TCGJAGA- - - - - - - - - —AGTTAITAAAATTAAC.TACAAAATTAI— e e
TTGTAACGTTTTTTTATACACARAGCGAACGGCAGCTCGTATTTIGGAGA- - - - - - - - - - AGTTAATAAA-TTAACAATA - AAAATTATACATTTCACAATCGCCATAA

CTGTAARBTTTTTTTATACATATAGCGAACGGCAGCTCGTATT TTCOMAGA - - - - o e

-------- GTTTTTTTETACACABAGCGAACGGCAGCTCGTAT - = TCGGAGA - = - = - = - = - oo oo e et
CTGTAA-BGETTTTTATACACABAGCGAACGHECAGCTCGTATRTTCGGARA- - - - - - - -- AGTTAATAAAATTAACAATACAAAATTACTACATTTCACAATCGCCATAA

TR TAACGTTTTTTATACACA AGCGAACGICIGCTCGTATTTTCGGAGA ---------- AGITAATAAAATTIACAATACAAAATTACTAIATTTIACAATCGCCITAA

---------- TTTTTTTATACACARAGCGAACGGCAGCTCGTAT - - TCJJGAGA- - - - - - - - - - AGTTAATAAAATTAACAATACAAAATTACTAATTTCACAATCGCCATAA
-------------------------------------------------------------------------- IGAAIiGCAGCTC.ATT—TCGGAGA————————————————————————————————————————————————————————————
--------------------------------------------------------- TTTTTETAT-CACARAGCGAACEBGCAGCTCGTAT TTRCGOIMA - - - - - - - - o c o m e
--------------------------------------------- BB T TGTAACG-TTTTTTATACACA AGCGAACGGCAGCTCGIATTI!CG#A————————————————————————————————————————————————————————————
------------------------------------------------------------ TTTTATACACARAGCGAACGGCAGCTCGTAT - - TCGGAJJA- - - - - - - - - -AGTTAATABAATTAACAATACAAAATTACTACATTTCACAATCGCATAA
------------------------------------------------------------------ ACATAMAGCGAARGGCAGCTClTATT - THIGAGA - - - - - - - - - -AGTTAATAAAATTAACAATACAAATTACTACAATTCABAATCGCCATAA
------------------------------------------------------------------ ACATA AGCGAAIGGCAGCTCITATT—TIGAGA— - —AGTTAATAAAATTAACAATACIAAATTACTACAATTCAIAATCGCCATAA
CTGTAACGTTTTT - TABBCACABMAGCGAACGGCAGCTCGTATTTTCGGAGA - = = = = = = = = = & & o o o o e o o e o e e e e oo oo oo oo oo momo oo oo s

--------- TTTTTT.!CATA AGCJAACGGCAGCTCGTAT- TCGGAGA- - - - - - - - - - AGTTAATAAAATTEACAATACAAAATTACTAAR T TCACABER- - - - - - - -
TTHTAACG-TTTTTTATACACATAGCGAACGGCAGCTCOTATTTTCGGAGA - - = - - < - s o s s s ottt oo

------------ TTTTTHTACATARAGCGAACGGCARCTGTATT - TCOGAG - - - - - - - - - m o m o m o m oo
T-GTAACCRTTTTETATARATARARCGAACCEIAGCTCOTATTTHCOGAGA - - - - - <o c o m oo

TTGTAACGTTTTT- -ATACACARAGCGAACGGCAGCTCGTATTIIT CGGAGA - - - - - - o oo

TGTAAC-TTTTTTTAT-CACABAGCGAACGGCARCTCGTATETTCCHARE- - - - - - - - - - AGTTAATAAAATTAACAATACAA - < = - = - oo e o e mm e oo m e e o

------ BrrrrrrTaTACHTARAGCAACGGCAGCTCTTTTCGGRGA- - - - - - - - - - AGTTAATAAAATIJAACAATACIAAATTACTACAATTJACAATCGCATAA

TTGTAACG- - -TTTTABBCACABAGCGAACGGCAGCTCOTATTTTCGARA - - - - -« o e e

TTGTAACGTTTTTT.A!.ATA- - GCIAACGHICAGCTCOTATTTTCGGAGA - - = - = - = = s s e e et e o i oo
------------------------------------------------------------------------------------ CTCGTAT - = TCGGAGA = = = = = = = = = = = o e m e o e o e o e m e o e e et et e e e e

AGTTBATAAAATTAACAATA- - -AATTACTACATTTCACAATJGCCATAA
AIThAAITAACAATACAAAATTACTACATTTCACAATCGCCAT— -
AGCGAACGGCAGCTCGTATTITCGGAIA ---------- AGTTAATAAAATTAACAATICAAAATTACTACATTTCACAATIGCCATAA
AICGAACGGCAGCTCGTATTTTCGIAGA
CTTAAfG-TTTTTTATACACARAGCGAACGGCAGCTCGTAT - TTCGGAGA
TTGTAACGTTTTT Tl TACACARGCGAACGGCAGCTCGTATTTTCGAGA
------------------------------------------- TTGTAAC-TTTTTTTATACACA AGCGAACGGCAGCTCGTITTTTC!IAGA
------------------------------------------------------------------------------------------ TTTTCGGAGA
------------------------------------------- T-------GTAACGTTTTTTTAT - CATA[MBCGAAlGGCAGCTlGTETTTTCGGARA

GTAAIGTTTTTTTATICACA
CTGTAACGTTTTTTTATACACA

------------------------------------------------------ ARETTTTTTTATACACATABCGAATIBITAGCTCOTATTTTCGGAG - - = - = - = - = - s - s -ttt e e bttt o oo
AAA TTGTAACGTTTTTTTATACACAAGCGAACGGCAJCTCGTATT|TCGGAGA

TARTTTTTRGARRTEA T THAAA D
ACBTTTTTHTA Y - Y |

TT TAACGTTTTTTTATACATA AGCIAACGGCAGCTCGTATTTTCGGAGA

IAAIATTTAICG.TITIATGH - I TTGTAA GTTTTTTTATACACA AGCGAACGGIAGCTCITATTTTCGIAGA

CTGTAA TTTTTTTATACATABAGCGAACGGCAGCTCGTATTTTCG AIA

---------------------------------------------------------------------------------------- JrrTTTCGGAGA
------------------------------------------- TCCEATA
TTGTAACGTTTTTTIATACACAAGCGARBCGGCAGCTCGTATTTCGGAGA
TTGTAACGTTTTTT ATA.TA CGAACGGCAGITCGTAITTTCGGAGA
--------- TGTAACGTTITT TATACATA AGCGAAIGICAGCTCGTATTTTC—————————————————————————————————————————————————————————————————

---------------------- AGCIAACGGCAGCTCGTATTTTHGGAGA
TTTTITATAIACAIAGI!AACGICAGCTCGTATT—TIGIAIA
--------------------- THGTABCETTTTTTTATACACANAG AACGGCAGCTCGTAT TCGG
--------------------- TIGTAICITTTTTTTATACACA AGIIAACGGCAGT GTAT TCGG
TCTTTRTABETHT TTGTAACGTTTTTTTATAACA CGAA GGCAGCT TATTTTC GAG
I ITCTTT TTGTAACGTTTTTTTATAIACA CGAA GGCAGCT TATTTTC GAG

----------------------------------------------------------------------------- ACHICBGCTCGTATTTTCGGAGA
-------------------------------------------------- TGTAACGTTTTJTTA- - CACAlAGCGAACGGCAGCTCGTA- - TTCGGAGA
--------------------- -T-TIAAA.TIAIT—T-TTGTAACGTTTTTTTATICACAIAGCGAACGICAGCTCGTATTTTCGGAIA
-------------------------------------------------------------------------------------------------------------- AGTTAATAAJATT - - - AATACAAAATTACTACAATTCAJAATC- - - - - - -
TTGTAACGTTTTTTA- -[JACAAGCGAACGCAGCTCGTATTTTCGGAGA- - - - - - - - - - AGTTAATAAAATTAACAATAJJAAAATTACTACATTTCACAATCGCJATAA
TTGTAACGTTTT---ATACACABAGCGAACGGCAGCTCOTART TTCGGAGA - - - - - - - s e e st ot oo
--------- ITTTTTTTATAIACA AGCGAACGGCAGCTCGTAT - -TIGGAGA - - - - - o o o e e i e e e i e e oot

TTTTTTTATARACARAGCGAACGGCAGCTCGTAT - - THIGGAGA - - = - = & & & & o o o oo o o e o e o e o e o e o e o e et et oo oo oo e e e e e ee e e e
GCRBAACGGCAGCTCTAT T TTCGAGA - - - - - - e e e

TTGTAACGTTTTTTIJAJacATA CGAAMGGCAGCTCOTATTTTCGAGA - - - - - - o - e c e o
C——TAACI—TTTTTTATACATA A CGAACGG.GCTCITATTTTCGGAGA ---------- AGITAATAAIATTAACAATACAAAATTACTACATTTIACA TC.CATA—
0 AGTTAATAAAATTAACAATACAAAATIACTACATTTCACAA CGCCATAA

TTGTAAC-BEBTTTTTATACATARATCGAACGCAGCTCOTATTTTCGGAGA - - = - - < - s s - st ot e et
TTGTAACHTTTTTT-ATECABARAGCGAARGGCAGCTCOTATTTTCOGBGA - - - - - < - - - x o m o m o n e n e n oo

--------------------------------- A-AIAIT—TAII —————————TTTTTITACATA AGIGAACGGCAGCTCGTARTBT COGAGA - - - - - - e e

----------------------------------------- T-TA TTGTAAfGTTTTTTT TACACAIAGCGAACGGCAGCTCGTATTTTCGGAGA————————————————————————————————————————————————————————————

AGTT——TAIAATIAA AATACAAAATTACTACAATTCAIAATCGCIATAA
AGTTAAIAAA—TTA CAATAIAAAATTACTACATTTCACAATCGCCAIAA
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 1078bp; fragments: 91, full length: 0 (>=970.2bp)
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fastab.bed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1362bp; fragments: 40; full length: 0 (>=1225.8bp)
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TE: rnd_4 family 2863
size: 698bp; fragments: 77; full length: 20 (>=628.2bp)
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[E consensus before TEtrimmer (bp)
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