Start crop Point

1 MSA length = 6704
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— CACCCGAAAAGACCCTCAACAAGTTGGCCCT
---TG A TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA- - -------- CACCCGAAAAGACCCTCAACAAGTTGGCCCT
TCATGT
-TATA

———————————— TTA--- - ----- TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA----------CACCCGAAAAGACCCTCAACAAGTTGGCCCT
———————————————————————— TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA----------CACCCGAAAAGACCCTCAACAAGTTGGCCCT
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— CACCCGAAAAGACCCTCAACAAGTTGGCCCT
————— AATT----- -CATA TGTTATAATCCCGTCCTCATTT-----ACATTTGTAATATTAGTTTAGGA----------CACCCGAA---ACCCTCAACAAGTTGGCCCT
ITTAT‘ IIAATTATT—T TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=------- CACCCGAAAAGACCCTCAACAAGTTGGCCCT
TTTATAAAAAIATTATTAT TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=------- CACCCGAAAAGACCCTCAACAAGTTGGCCCT
TTIATAAAAAAAITITTA— TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=------- CACCCGAAAAGACCCTCAACAAGTTGGCCCT
——————————————————————————— TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA----------CACCCGAAAAGACCCTCAACAAGTTGGCCCT
ITTATAAAAIAAITAATT— TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA--=-=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCT

------------------------------------------------------------ CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
-------------------------------------------------------------------------------------------------------------- CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
-------------------------------------------------------------------------------------------------------------- CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
g THBCE " TEAGE 16 TCEEAGE G - - - - T G TTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA- = -« - -« - - CACCCGAAAAGACCCTCAACAAGTTGGCCCT

----- AAAAAAATTAT - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCT
----- AAAAAAATTAT - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCT
------------------ CACCCGAAAAGACCCTCAACAAGTTGGCCCT
-------------------------------------------------------------------------------------------------------------- CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
----- AAAAAAATTAT - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCT
----- AATAJAATTAT - - - TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA----------CACCCGAAAAGACCCTCAACAAGTTGGCCCT
----- AAAAAAATTAA - - - AITGTTATAATCCCGTCCTCATTTTAATIACATTTGTAATATTAGTTTAGGA——————————CACCCGAA———ACCCTCAACAAGTTGGCCCT
c e TAMAAAAART - - TT----- AAATTTGTAATATTAGTTTAGGA - - = - - - - - - - CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
-------------------------------------------------------------------------------------------------------------- CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
TTTA AATAIAATIAATTT - - -TGT TATG- TGTTATAATCCCGTCCTCATTTTAATIACATTTGTAATATTAGTTTAGGA ---------- CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
TTTI!— —AAAAl. r I . ITCITIT- I ----- TGTTATAATCCCGTCCTCATTT-- - - - AAATTTGTAATATTAGTTTAGGA - - = - - - - - - - CACCCGAl- - - ACCCTCAACAAGTTGGCCCT
- TARTAAAAREAR- - - - - - TGTTATAATCCCGTCCTCATTT - - - - - AAATTTGTAATATTAGTTTAGGA - - - - - - - - - - CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
CTTA--- - - - TTATTAC T TTATG TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCT
TITA.ATIAAITTATTATP I CAIA TGTTATAATCCCGTCCTCATTT- - - - - ACATTTGTAATATTAGTTTAGGA - - - - - - - - - - CACCCGAA- - -ACCCTCAACAAGTTGGCCCT
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 6704 bp
size: 6704bp; fragments: 1240; full length: 0 (>=6033.6bp)
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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: 7069bp; fragments: 1252; full length: 0 (>=6362.1bp)
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TE: Itr_1 family 439
size: 6200bp; fragments: 298; full length: 3 (>=5580bp)
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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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