Start crop Point End crop Point

1 MSA length = 1960 1
-TGGTAATTATTGGAAAAAGIGGAAAICGTCCGATTTTCACAAAAATTTGTA ---------- TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACIAA

-------------------------------------------------------------------------------------------------------------- BATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAA

"N . AlC ABABRBAABGEA TG - - - - - - - -~ -- oo ssseocceoo oo Bcic -
TECHT A TTT AR T CiiRE Al A TGGTAATTATTGGAAAAARJTGGAAATCGTCCGATTTTIC

AAAAATTTGTA- - == - -- - - TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTCCAATAATTACCTT
GGTAATTATTJGAAAAAGTGGAAAJCGTCCGATTTTCACAAAAATTTGTA - -« - - - - - - TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAAR- - -WTTTTTTTE--------- TAT
---------- TGGTAATTATTGGAAAAAGTGGAAATCITCCGAT TTTCACAAAAAT TTGTAx - @« o s e m et et o Lo ... _AA ‘AITT—ITATI— - THAARTER T TRTA
ATTH

TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCHE------------- GT
TATACAAATTTTTGTGAAAAGGACIATTTCCACTTTTTCCAATAATTACCAA ------ 2 3 o 1 TEITA—TIATIT.TC.A
TATACAAATTTTTGTGAAAAGGAC ATTTCCACTTTTTCCAATAATTACCAAL T
TATAAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAA - - - - - - - - - - - -
TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAAIM- - - - - -
“AA---TTTA TGGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA- - - - - - - - - - TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAA
C - - -AAT--A TGGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA- - - - - - - - - - TATACAAATTTTTGTGAAAAJGACGATTTCCACTTTTTCCAATAATTACCTT
AAABAATTT TGGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA- - - - - - - - - - TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAA
!IATT—A TGGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA - - = = = m e mm e e e e o - TTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCTA
-------------------------------------- IGATTTICA.AAAITTTGTI
-------------- GGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA
A_GGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA
----------------------------------------------------------------------------- IATACAAATITTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCIA-
GTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTACAAAAATTTGTA -« - - - - - - - TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACC - = = = = = = = = mm e e e e e e e e e e e e o e
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TGGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCHCAAAAATTTGTA- - - - - -~ - - - BATACAAATTTTTATGAAAAGGACIATTTCCACTTTTTCCAAAATTACCA
-------------------------------------------------------------------------------------------------------------- TATACAAlTTTTTGTGJAAAGGEIGATTTCCACTTTTTCCATAATTACCTT
GGTAATTATTGGAAAAAGTGGAJATIIGTClcATTTTCACAAAAARTTGTA- - - - - - - - - - TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCH--------------

TGGTAATTATTGIAAAAAGIGGAAATCGTCCGATTTTCACAAAAATTTGTA —————————— TATICAAATTTTTGTGAAAAGGAIGATTTCCACTTTTTCCAATAATTACCTT
TGGTAATTATTGGAAAAAGTGGAAATCGTCCGATTT-CACAAAAATTTGTA--=-=--=----- TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAARGENT - - - - - - --ATATTA- -
TGGTAATTATTGGAAAAAGTGGAAATCGTCCGATTTTCICAAAAATTTGTA ———————————————————————————————————————————————————————————— TTATITTAA—
TGGTAATTATTGGAAAAAG.GAAATCGTCCGATTTTCACAAAAA TTGTA
GGTAATTATTGG AAAACTGGAAATCGTCCTTTTTTIATAAAAAITTGTA
TGGTAATTATTGG!IAAACTGGAIATCGTCCTTTTTTCATAAAAATTTGTA

TTHT

TAAJA T TIBAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA
GGTAATTATTGGAAAAAGTGGAAATCGTJCGATTTTCACAAAAATTTGTA
-------------------------------------------------------------------------------------------------------------- TIACAAATTTTTATGAAAAGGARGATIICCAGTTTTTCCAATAATTACCAA

- - -BATT - ATEATCERRTRE G TAATTATTGGAAAAACTGGAAATCGTCCTTTTTTCATAAAAATTTGTA -« -« -« - - - TATACAART T T T T THAA - -« -« o e e e A
---------------------------------------------------------------- L L e e T R
--------------- WTGlTAATTATTGGAAAAATGGAAATCGTCCTTTTT - CATAAAAAITTGTA— e - —TATACAAATTTTTAEIAAAAGGACGATTTCCAGTTTTTCCAATAATTAC
-------------------------------------------------- GGTAATTATTGGAAAAACTGGAAATCGTCCTTTTT-x - --ncmcmc--noooo-- - -TATACAAATTTTTAJJGAAAAGGACGATTTCCAGTTTTTCCAATAATTACCH
----------------- - - - -AATTTAA TGGTAATTATTGGAAAAACTGGAAATCGTCCTTTTTTCATAAAAATTTGTA- - --------TRTACAAATTTTTATGAAAAGGACGATTTIRBAGTTTTTClAATR- - - - - -
---------------------- AREA TGGTAATTATJGGAAAAACTGGAAATCGTCCTTTTTTCATAAAA TTTITA——————————TITACAAITTTTIATGAA————————————————————————————————
'TAITTTTT - - SAATTT AGTTAAACA - - - - - - mmmm e e e ATIGTIC.TT-TAAAA TTTGTA---------- TATACAAATTTTTATGAAAAGGAIGATTTCCAGTTTTTCCAATAATTACCAA
T TATATTCC - CAAA- - - - - GGTAABTATTGGAAAAAGTGGAAATCGTCCGATTTTCACAAAAATTTGTA - - -« -« -- - TATACAAATTTTTGTGAAAAGGACGATTTCCACTTTTTCCAATAATTACCAA
-------------------------------------------------------------------------------------------------------------- TATACAAATIRBT TABAARA - - - - - - oo
GGTAATTATTGGAAAAAlTGGAAATCGTCCGATTTTCACAAAAATTTGTA JTTI!AAAAGI ---------------------------- AA
TGGTAATTATTGGAAAAACTGGAAATCGTCCTTTTTTCATAAAART TTGT A= - -« oo s ettt oo oo TT

TGGTAATTATTGGAAAAACTGGAAATCITCCTTTTTTCATAAAAATTTGTA- - - - - - - - - - TATACAAATTTTTATGAAAlJGGACGATTTCCAGTTTTTCCAATAATTACCHT
TGGTAATTATTGGAAAAACTGGAAATCGTCCTTTT T/EMTMAAAAAT - -CGBA- - - - - -~ - - BATACAAATTTTTATGAAAAGGACGATTTCCAGTTTTTCCAATAATTACCAA
GGTAATATTGGAAAAACTGGAAATIGT - - - - TTTTCATAAAAATTTGTA- - - - - - - - - - TATACAAATTTTTATGAAAAGGEIGATTTCCAGTTTTTCC-AATT— --TA

TATACAAATTTTTATG-AAAGGCGATTTCCAGTTTTTCCAATAATTACCHA
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)

size: 1960bp; fragments: 10795; full length: 0 (>=1764bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 2285bp; fragments: 8878; full length: 0 (>=2056.5bp)
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divergence to consensus (%)
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TE: rnd_5 family 1887

size: 469bp; fragments: 475; full length: 29 (>=422.1bp)
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.onsensus before TEtrimmer (bp)
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