Start crop Point End crop Point

1 MSA length = 11238 1
GAGAAAAAGGGCTTCTAAATAAAAGGTGATTTGAAATAATTATATTCTTTTGGCTATATTAACCACTTTTGAGAACATCCACT TCCT TGAATATCCTGAA - - = = = & & & & s o o m e m ot e m o f o e o f f et o o m e o f f e m o e m o m m e f ottt o et et et et e e m e d i e e oo m e o i oo emeaoemaaaeoam o
--------- G CTMAATT - -« e e e e ATAATTATIARC T - - - - - e e e e .. LACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAABGTCGTCACA - A ABRACEATTET TRRAACECTTRTETT
IAIA-AIGHCI!AATTIA ------ TR AT - - - - - - - ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA. ﬂA-AIAIATI!IT.CAICTCITICI
GAGAAAAAGGGCTTCTAAATAAAAGGTGATTTGAAATAATTATATTCTTTTGGCEATATTAACCACT TTTGAGAACATCCACT TCCTTGAATATCCTGAA - - = - = - = - = - == s = s o= s oot Lo L L L Lt L L L Lottt oo oo oo
---------------- AATTAAA - -« o e e e s AATTATBT G T - - - - - - c - m - m e m oLl —ACCTTTTICTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA.TCAA— —TTAIAA]T“A“ATTAIT"CAITT“TI
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACARNC - - -BA--- - - -7 A AABAT TRBACCETT C
GAGAAAAAGGGCTTCTAAATAAAAGGTGATTTGAAATAATTATATTCTTTTGGCTATATTAACCACTTTTGAGAACATCCACT TCCT TGAATATCCTGAA - - = = = & & & & s & o m e m ot e m ot f e o f ottt o e m e o m f e f o e e o m f e m ot ot m o e f et fm et oo e m i m o m o e oo o ammmoameaoemaoe e
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACAGENTCHE- - TTAAAAT THRRAATATTRTEATECATHT
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACARMET CABAATTA- - - ABMABTATTRTEA
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA e ABRE T T A CA
---------------- BAART - - - - e AT A T T AT AT TCT - - - xx s m o m e m e m Lo ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGEC-TC - -ATTHTT
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA e e e e e e e e e e e e oo
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA AG
------------------------------------------------- TTGGCaTATARCCACTRT TGAGRARATCCART THCHTGAATATCTIE- - - - - - - - - -ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA AA

GAGAAAAAGGGCTTCTAAATAAAAGGTGATTTGAAATAATTATATTCTTTTGGCTATATTAACCACTTTTGAGAACATCCACTTCCTTGAATATCCTGAA

-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA

T---AATTAAAATHCAGTTGTAACGTAL G BT - - - - - - - - - - - - ...
CIAAAATTAAAA

GAGAAAAAGGGCTTCTAAATAAAAGGTGATTTGAAATAATTATATTCTTTTGGCTATATTAACCACTTTTGAGAACATCCACT TCCT TGAATATCCTGAA - - = -« = - & & & o o oo o e o e o e o e m e o e o e o et e o et e ot ettt ettt ottt o o o o o b e b o b oo e o f e f o f o e e e oo m e e eimi oo
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA e .
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGJCACARET - - -AATTGAalT AGARTATEATTETEAG
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACAMBTCAA - - TTGABA - A----ATTAIEETHEAA
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA - - - -TTAAAA- A----ATTA AA
GAGAAAAAGGGCTTCTAAATAAAAGGTGATTTGAAATAATTATATTCTTTTGGCTATATTAACCACTTTTGAGAACATCCACT TCCT TGAATATCCTGAA - - = -« = & & & & o o oo o e o e o e o e o e ot ot o e o et et e o ot ottt ot ot ot o o o o o e e b o m b o f o m o m o m o e e e e e o oo imimeme oo

---------------------------------------------------------------------------------------------------------------------------------------------------------------- ABATTAAAA T ATRTETTE
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA - -TBA- - - TERAMCTT T-
-------------------------------------------------------------------------------------------------------------- ACCTTTTTCTTTCTGTTTGAJTGATGACAGAAAAAGTCGTCACA e -
------------------ ABA- - AABBEBB A B A A G T T - - - - s e ... ACCTTTTTCTTTCTGTTTGAGTGATGACAGAAAAAGTCGTCACA CAAAATTAAAT
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1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_

divergence to consensus (%)

size: 11238bp; fragments: 2121; full length: 0 (>=10114.2bp)
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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 (%)

size: 14208bp; fragments: 2085; full length: 0 (>=12787.2bp)
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divergence to consensus (%)

TE: rnd_1 family 284

size: 6044bp; fragments: 426; full length: 111 (>=5439.6bp)
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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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[E consensus before TEtrimmer (bp)
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