Start crop Point End crop Point

1 MSA length = 6270
-GTTTC---TGCTTETT TA - -ATGTGAATAATTATTTGEGCTTACGTGGCAACTGCGCMGTCTCTAATTAT - --------- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACARTA
—GTTTC———TICTT TT TA ——ATGTGAATAATTATTTGIGCT TACGTGGCAACTGCGCEGTCTCTAATTAT == === ===~ - TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA TAI .I
------ TAT - ATA AAATGTGAATAATTATTTGTGCTATACTTGGCAACTGCGCEBGTCTCTAATTAT ----------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAT - - - - -------------
------ AAITAT A-T ATA AAATGTGAATAATTATTTGTGCT TACITGGCAACTGCGC GTCTCTAATTAT ----------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAT - -~ --------------

AGTCTCAAATATTTATT TG AAATGTGAATAATTATTTGTGCTITACGTGGCAACTGCGCIMGT CTCTAAT TAT = = = = = = = & o %t &t @t @t & e & @t @ m @@t @ m @t @ @t @ ot @@t @@ m @@t @@t @ @t & @ m @t ot @t ot @@t @@t @ f ot @ f ot mf ot e f e mm e mmemma e mamamea e
----------------- TA - - - -TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGCIGTCT CTAAT TAT = = = = & = = & & s & e & e & e & f ot & e &t ot &t e &t e &t ot m f e & @ e & f ot & f e & @ e & f ot mf e @ f e mf e f ot e mf e m ot ot mf e m ot ot mf ot mm e e f e d i e e i e e e e

————————————————— TA ------TGTGAATAATTATTTGTGCTHTACGTGGCAACTGCGCHGT CT CTAAT TAT - = = = = = = = = = = = s o e o o e o o e o e o o o m o s e o o e o o m o o e o m e o o o o o e o o o o m o o o m o o o e o e m o o e o o m o oo oo m o oo oo oo m oo m oo m o - m - - -
--ATGTGAATAATTATTTGEGCT GTCTCTAATTAT----=-=----- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACABEARA TEGAAARTTTTAA el AMRA AAAT
G ——ATGTGAATAATTATTTGIGCT GTCTCTAATTAT----=-=----- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAIAIATIAAAITTTTAA-TIT.AIA.AAAT_
—————— TGTGAATAATTATTTGTGCT GTCTCTAATTAT----------TTATTTGTTTCCT TAAGCCAAGGGGAAACTACA - - - - - - - m s s s o s e o e e o e o o e e o o e o o e o o e o e o o e e o e o o e e e e o oo o m e o m - - - -
AA—T-AATAATTATTTGTGCT GTCTCTAATTIT —————————— TTATTTGTTTCCTTAAGCCAAGGGGAAACTACARTA AAATTITTAA
---TGTGAATAATTATTTGTGCT GTCTCTAATTAT----=-=----- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAHRTA AR-TT----A
---TGTGAATAATTATTTGTGCT GTCTCTAATTAT----=-=----- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAHRTA I—TT————A
AAATGTGAATAATTATTTGTGCT O Ol . VN B I N B T T I R R I T I R R T R I R R N R
AAATGTGAATAATTATTTGTGCT O Ol . VN B I N B T T I R R I T I R R T R I R R N R
AA-T AATAATTATTTGTGCT GTCTCTAATTHT ---------- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA AAATTHTTAA
AA—T.AATAATTATTTGTGCT GTCTCTAATTIT —————————— TTATTTGTTTCCTTAAGCCAAGGGGAAACTACARTA AAATTITTAA
AATGTGAATAATTATTTGTGCT GTCTCTAATTAT----=-=----- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
AATGTGAATAATTATTTGTGCT GTCTCTAATTAT----=-=----- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
T LAV N I N B I R I R R T I I T I R I R LI I R
GT.TAATTAT ——————————————————————————————————————————————————————————————————————————————————————————————————————————————
O Ol . VN B I N B T I I R T R R R I R A T R I I I I SR AR
O Ol . VN B I N B T I I R T R R R I R A T R I I I I SR AR
TACGTGGCAACTGCGCHEGTCTCTAATTAT - --=-=--=---- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAE-AETIGEE - - - - - - - - - THT ABRAAATT .- -----------
TACGTGGCAACTGCGCHGTCTCTAATTAT - --=-=--=---- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAI—AIT. ————————— -TIT-AIAAATT-TI ————————————
THMCGTGGCAACTGCGCRGTCTCTAATTAT
TICGTGGCAACTGCGC GTCTCTAATTAT
TACGTGGCAACTGCGCHGTCTCTAATTAT
TACGTGGCAACTGCGCHRGTCTCTAATTAT
TACGTGGCAACTGCGCHRGTCTCTAATTAT

-GTTTT
-GTTTT

TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC
TACGTGGCAACTGCGC

AGTTTT
AGTTTT - c s m s mmmemmee e
AGTCTCAAATATTTATT
AGTCTCAAATATTTATT
--------- TATTHATT
--------- TATTHATT
ABBTTT---TRT
AITTT .- - TIT
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AAATGTGAATAATTATTTGTGCT
AAATGTGAATAATTATTTGTGCT
____________ TGTGAATAATTATTTGTGCT
____________ TGTGAATAATTATTTGTGCT
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-------------------------------------- TGTGAATAATTATTTGTGCT
-------------------------------------- TGTGAATAATTATTTGTGCT
----------------------------------- TGTGAATAATTATTTGTGCT
----------------------------------- TGTGAATAATTATTTGTGCT
GIAATGTGAATAATTATTTGTGCT

AGTTTTAAATATTTA- THEEABATAGHE TEET TR TR THAN-------- A s s e e e e e e e e e e e e e e aeiaeiaaaa TAATTAT - - === === -- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAITEE T THlMAA - -T--------
AGTTTTAAATATTTA- THEEABATAGHE TEET TR TR THAN-------- A s m e e e e e e e e e e e e e e e e e iaeiaaaa TAATTAT - - === == -- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACARTEE T TIRBAA - -T------- -
- -T---AAATATTT---- - f A e e e e CAACTGHIGHM- - - - - TAATTAT - === - - - - - - AAATT - -TA
- -T---AAATATTT---- - f A e e e e I ICAACTGI --------------- AAATT - -TA

------------------------------------ TGTGAATAATTATTTGTGCT
------------------------------------ TGTGAATAATTATTTGTGCT

TACGTGGCAACTGCGC
TACGTGGCAACTGCGC

............. TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGC

- 4 4 4 4 4 -4 - o <

BrTcT-- TeRA--- - TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGC

—ITTCT—— T

~GTCCT---TATTT------ C A m e e e e TORCTCRATAR TFAT------------- TTATTEGTTTCCTTAAGCCAAGGGGAAGCTACAM- - - TTGEA- - - - - - - -

-------------------- T - ATGTGAATAATTATTTGTGCTITACGTGGCAACTGCGC f e - - -TTATTAGTTTCCTTAAGCCAAGGGGAAAMTACA -T-- -

------------------ T —ATGTGAATAATTATTTGTGCTITACGTGGCAACTGCGC e e

~GTCCT---TATTT------ C A m e e e e e e R
---------------- T - -TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGC f e - - -TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA ATHBAAATTTTTAA C A

---------------- T ——TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGC GTCTCTAAT-------------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA ATIRBAAATTTTTAA C A

AGTTTTAAA CTG T/ACGGGGTGG - - = = = = = = = = = @ o oo @ o @ o o e oo e bbb e e oo oo oo oo TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA TTRAALGTETT- - - T A

AGTTTTAAA CTG T/ACGGGGTGG - - = = = = = = = = = & o @ o @ o o e m e oo e e bbb e oo oo oo oo TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA TTARAAAGTETT - - - T A
------------------------------------------------- ATGTGAATAATTATTTGTGCTIITACGTGGCAACTGCGCIGTCTCTAAT - - -« ----- - - - -TTATTTGTTTCCTTAAGCCAAGGGGAAACTACABTARATEBAA - - - - - - - - C AR A
------------------------------------------------- ATGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCMGTCTCTAAT -=-=---------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACABTARATEBAA - - - - - - - - C AR A

AllTTCTA THlT----------- ATGTGAATAATTATTTGTGCTRTACGTGGCAACTGCGCIMGTCTCTAAT - = - === - = o= - - - TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAR- - - - - - - - - - oo oo - - - T AR A

AITTCTAI I I THlT----------- ATGTGAATAATTATTTGTGCTRTACGTGGCAACTGCGCIMGTCTCTAAT - === - = - = oo - - - TTATTTGTTTCCTTAAGCCAAGGGGAAACTACAR- - - - - - - - - - oo oo - - T AR A

--------- TACTTA- - T - -WTGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCGTCTCTAAT -------------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA TT e C ABA

--------- TACTTA- - T ——ITGTGAATAATTATTTGTGCT TACGTGGCAACTGCGCHGTCTCTAAT -------------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA TT e C ABA

----------------- T A - -ATGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCGTCTCTAAT-------------TTATTAGTTTCCTTAAGCCAAGGGGAAACTACA TTREAAATIT TTAA C A e
----------------- T A - -ATGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCGTCTCTAAT-------------TTATTAGTTTCCTTAAGCCAAGGGGAAACTACA TT AAATITTTAA C A e
--------- TATTTA T A - - -TGTGAATAATTATTTGTGCT@TACGTGGCAACTGCGCGTCTCTAAT - ------------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA - = = = = = = = == o e o e o oo o e mmmmm e o T
--------- TATTTA T A - - -TGTGAATAATTATTTGTGCT@TACGTGGCAACTGCGCGTCTCTAAT -------------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA - = = = = = = = == o e o e o oo o ememem oo T
---------------- C A - -BTGTGAATAATTATTTGTGCTITACGTGGCAACTGCGCGTCTCTAAT --=-=---------TTATTAGTTTCCTTAAGCCAAGGGGAABCTACANA TTTTTA C T
---------------- C A - —ITGTGAATAATTATTTGTGCT TACGTGGCAACTGCGCHGTCTCTAAT == == == == == - - —TTATTAGTTTCCTTAAGCCAAGGGGAAICTACAIA TTTTTA C T
----------------------------- C - -ATGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCIMTCTCTAAT-------------TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA-TA AAATTTTTA- C T
-------------------------------------------------------------------------------------------------------------- TTATTTGTTTCCTTAAGCCAAGGGGAAACTACA-TA AAATTTTTA- C T

- -TTTT---PAacTTA-T ATA - -BTGTGAATAATTATTTGTGCTIITACGTGGCAACTGCGCGTCTCTAAT - - - - - - - o oo - - TTATTTGTTTCCTTAAGCCAAGGGGAACTACABTCEETEBREBA - - - - - - - T T
——TTTT———IACTTA—T ATA ——ITGTGAATAATTATTTGTGCT TACGTGGCAACTGCGCHGTCTCTAAT - = == === === - = - TTATTTGTTTCCTTAAGCCAAGGGGAABCTACABTCEETEREA - - - - - - - T T
---------------- AT AA-TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGCMGTCTCTAAT -=-----------TTATTAGTTTCCTTAAGCCAAGGGGAABCTACA - T

---------------- AT AA-TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGCMGTCTCTAAT -=-----------TTATTAGTTTCCTTAAGCCAAGGGGAABCTACA - T

TTATTAGTTTCCTTAAGCCAAGGGGAA
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CT
CT
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—




1L 0 T,
I 0 A A I'"

10 LI
I ¢
20 | LU ‘

\I\IIIIIII\I A0 00T ORI OO 0 0

||||| |

IO | AR AR AUAM 0 O
| LTI |

3000 4000

| |
|
| (1
| |
6000




_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 6270 bp

size: 6270bp; fragments: 271, full length: 25 (>=5643bp)
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g_l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa_aln.
size: 6577bp; fragments: 219; full length: 22 (>=5919.3bp)
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TE: Itr_1 family 348

size: 339bp; fragments: 131; full length: 59 (>=305.1bp)
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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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