Start crop Point End crop Point

1 MSA length = 2205 1
.A.ATTAIAT ABATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG - - = == = = = - - TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA TTIA.TITTI—A-TAIAA-ATIAAT.A

ABATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABMBAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABAAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
———————————————————————————————————— ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=---------TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
THTIRTEAT THT AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ITITITIAmeAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG —————————— TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATHBRATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

AABRATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG----- - - - - - TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA --THARATRTTR- A AllAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG----- - - - - - TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA TETAACAT T TGTA A
TAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG- - - === = = - - TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA --TRABATETTH- - B T AlA

ATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG-=-=-=-=------ TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTITG —————————— TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

ATIATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG —————————— TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
T

TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA --TEARGTHETT -
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA --TRAAGTGE TAT -
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA ATEEARGTETTET ----------=---=--------

TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA A ATRATT

TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAA IA'ATIATT
—————————————————————————————— ABRATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=---------TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
uTAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG —————————— TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

————————— AAIATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG——————————TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABAAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AR TAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTT - AGGACGAATCATTACTGTTTG-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA TTT
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA AAT
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AA--TAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATHBRATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AT ATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGAIGAATCATTACTGTTTG —————————— TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATHBATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AIAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG —————————— TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-==---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=----- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-==-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAATCATTACTGTTTG=-=-=-=-=-=-=---- TACGGACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)

size: 2205bp; fragments: 5727; full length: 399 (>=1984.5bp)
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ta.b.bed_uf.bed g 1l.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa After TEtrimmer Extended plOt Blue lines are boundaries

size: 2505bp; fragments: 5726; full length: 0 (>=2254.5bp)
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TE: Itr_1 family 707

size: 10416bp; fragments: 8034; full length: 1 (>=9374.4bp)
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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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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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