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End crop Point
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MSA length = 5540

--------------------- TATTAGGTTARTGATATTTGTTGTTAAA- - - - - - - - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA T -THTT AAANT - - - - A--TAG----BBA- -
TGAAACAGAATA - - - - - - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < = - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA ATGT TREA AAABTAAA - A TTABTTT--- - - -
TGAAACAAAATA - - = - - - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < = - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TRACATIETC GARTRE- - AA THAR- - - AAJAAA
-------------------------------------------------------------------------------------------------------------- TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA T ua u A AG TIAA ATTT------
- ATAA-TTRTT THAAR T TCRARAT TA -BRATAG TRATETR--------- TGAAACAGAATA- - - -« - - - - TATTAGGT TAIT GAT TAT T TG T TG T TAAA - - - - o o o o o o o o b o o b b b o b b o o o o e oo o e e o e e e o et et e o e o et et e f e e e e et o e e e e e
TrAl---1 G-WTGAAACAGAATA - - - - - --- TATTAGGTTARTGATTATTTGTTGTTAAA - - = = - = = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCICCTGTTICA"ATITTIA‘AAL— - - --TTAATPAAAAA
----------- TGAAACAGAATA---------TATTAGGTTATGATTATTTGTTGTTAAA----------TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA - TET TIAAA AL - - - - TTAATIHE - AAA - -
--------- TGAAACAGAATA- - - - --- - -TATTAGGTTARTGATTATTTTGTTAAA
GG TGAAACAAAATA- - - - - - - - - TATTAGGTTARTGATTATTTGTTGTTAAA
-------------------------------------------------- TGAAACAAAATA-------- -TATTAGGTTAM[TGATTATTTGTTGTTAAA
CETGAAACAGAATA- -« -« - - -- TATTAGGTTARTGATTATTTGTTGTTAAA - < - - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA
-------------------------------------------------------------------------------------------------------------- TATCGCCTTTTACTTCATCAAACCGACCCTCAAATTTCCCCCTGTTACA
TAITIATIT-TGAT ----------------------- TGAAACAGAATA - - - - - - - - - TATTAGGT TABT GAT TAT T TG T TGT TAAA - - - = - & - o oo o oot f o f Lol
CAMTAA- - - - - - TGAT TG TR T T -------- - - - oo oo oo e TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTTTACA —TITIA‘GAEAAA— A TTIATTTA-iA
CA----omom- TAAAGT C TGAAACAAAATA - - = - - - - - - TATTAGGTTARTGATTATTTGTTGTTAAA- - - - - - - - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA - T TATAA AAREA - - - A AllcTAATEcAAAARA
TAATAR- - - - oo C TGAAACAGAATA- - - -« - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < - - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACAIMCH THEN- - - - - - - - - - - - --------- A TTAATIC-AAA
TAATAATTTTITAAARTTARARAR T~ - BT TGAAACAGAATA - - - - - - - - - TATTAGGT TARTGAT TAT T TG T TG T TAAA - = = = - = & = & o & o s & oo m o o f o e o oo m o o m o e o oo o o o f o o f ot o o f o o e e e e e ke e e e e e oo e e e oo oo
----------------------------- T ce---------BTGAAACAGAATA---------TATTAGGTTATGATTATTTGTTGTTAAA----------TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA ABTTA-TTT-AAA
A THATATA- - - - - - oo e @ - s o e e e TATTAGGTTARTGATTETTTGTTGTTAAA- - -« -« - - - - TATCGCCTTTTACTTCATCEAACCGACCCTCAAAATTTCCCCCTGTTACAKTIE TRGT - T8 TETABRAGACAGTA - - [/ RAAEH THTAA---------
A ceATegTgg--------- TGAAACAAAATA - - = - - - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < = - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACAIET THEE- TBTciB/ CCRE c 8- - - - - ----------Tf7------
G T TGAAACAAAATA - - = - - - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < - - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCIRCCCTGT TACARTATTGTA- - - - - - - - - oo oo oo T T T o
A T TGAAACAAAATATACTTAGTTTATTCGGT TAMTGAT TAT TTGCCG T TAAA - © = = - = - & & & o oo oo oo o o f o m o e o e o e o e ot m e ot m e m e m e f e f e m et f e ottt ot ottt ot ot ottt o e o e oo oo oo eo oo oo
G CTGTATCEA--------- TGAAACAGAATA- - - -« - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < = - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TTEE---------
A TAGEATATG- - - ----- 8- - -mmmm e mm oo TATTAGGT TARTIAT TAT T TG T TGT TAAA - = - = -« s e e et e oo Lo TTAATTTAAAARA
A T TGAAACAGAATA- - - -« - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < - - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA Ce- -
A T TGAAACAGAATA- - - -« - - - - TATTAGGTTARTGATTATTTGTTGTTAAA - < = - = - = - - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA ----I
----------------------------- TGAAACAAAATATACTTAGTTTATTCGTTA TGATTATTTGCCGTTAAA——————————TAICGTCTTTTACTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA TTA-TTT-WAA- -
----------------------------------------- TGAAACAAAATATACTTAGTTTATTCGGTTAlTGATTATTTGCCGTTAAA----------TABCGTCTTTTACTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA TTAATTCAAARA -
TAATAATTTT ATTGTCAGGIRTGAAACAAAATATBCTTAGT TTATTCGGTTAMTGATTAT TTGCCGT TAAA - - = - - - -« oo oo oot f oL
TAATAATTTT ATTGTCAGGETGAAACAAAATATACTTAGT TTATTCGGT TAMTGAT TAT TTGCCG T TAAA - = = = = = & = & o & o & o o & o o ot o o o ot o oo b b b oo f ot f ot f et et et e o e ot o e o e ot ot ot m e m e e et o oo e i o i e i e e ae oo
--------- TGAAACAAAATATACTTAGTTTATTCGGTTAMTGATTATTTGCCGTTAAA - - = - = = - - - —TAICGTCTTTTACTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA ARATG AC@r@- - - ~rrBCA
--------- TGAAACAAAATATACTTAGTTTATTCGGTTAlTGATTATTTGCCGTTAAA----------TABCGTCTTTTACTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA f e ------TTTAAAAGA
TGAAACAAAATATACTTAGTTTATTCGGTTAMTGATTATTTGCCGTTAAA - - = = = = = = - - TATCGT-JJTTTACTTCATCAAAACGACCCTCAAAATTTICCCCTGTTACA T-AGAAGEATTARTTH-BATTRAAAAE

TGAAACAAAATATACTTAGTTTATTCGGTTA
TGAAACAAAATATACTTAGTTTATTCGGTTA
TGAAACAAAATATACTTAGTTTATTCGGTTA

TAATAATTTT TGAAACAAAATATACTTAGTTTATTCGGTTA

-ATTGATGGTIFT TARAGGCAAAAAA TAATATACA - - - - - - - - - TGAAACAAAATA--------- TATTAGGTTA
TT AGA TIA G TA - TTTETEgTGT CGICA TGAAACAAAATA--------- TATTAGGTTA

ICAA.A

TGATTATTTGCCGTTAAA
TGATTATTTGCCGTTAAA
TGATTATTTGCCGTTAAA
TGATTATTTGCCGTTAAA

---------------------------- TATCGT-[|TTTACTTCATJAAAACGACCCTCAAAATTTIICCCCTGTTACA Ceee e - AABAAA
---------------------------- TATCGTCTTTTACTTCATCAAA - CGACCCTCAAAATTTIICCCCTGTTACA TTC------
TGATTATTTGTTGTTAAA - = - - = = = = - - TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCITGTTACA _TIAA.TAAAAAI

TGATTATTTGTTGTTAAA-----=----- TATCGCCTTTTACTTCATCAAACCGACCCTCAAAATTTCCCCCTGTIACA TTT------



End crop Point
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 5858bp; fragments: 408; full length: 14 (>=5272.2bp)
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divergence to consensus (%)

TE: Itr_1 family 495

size: 4620bp; fragments: 96; full length: 23 (>=4158bp)
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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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