Start crop Point End crop Point

1 MSA length = 12430
ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACA TTR------ N AAAMIGT TTAAAT
ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAGEEE T TH- - - - - - N AAAIGTTTAAAT
ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAAREAN M- ----------------- ... CA-TATAAAAGHHET - - - -
ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAAREAB TE- ---------------coo CA-TATAAAAGHMT - - - -
ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC-AGEATTIATTA- - AABIGTAAATTAT - - - - - - - - - GTATAAAATETT- - - -
------ TTTTGTCTTTATTAA- - = - - - - - f e e e e ettt e e e e e e eeeeieieaea--o------ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC- AGEMATT ATTA——AAIGTAAATTAT—————————GTATAAAAT TT----
CG---ATTTTACTTTATTAAAAATACTGIA TETTGGATTTTGTATTATGT TTATCTGTCACGCACTGATCACAT TTAACAAT - = = = = = = & & & m s & o e m e o e e f o e m e o m f e f ot e o e o et et m ot e m ot e o e o et e m o e m et e m e f o f o e e ot e oo oo meeoooaemaoaaaao
CGATAAATIITGTCCTI---------- - - - BAA G - - - - - - - - - - - - = - - = === === m e e e e a e ACTAGAAGAGAAGTTTAATTIIGTACCATAACCAGCGCAAAAGATACAACAAAIA TIACT - - - - - - oo
CGATAAATITGTCCTI ------------------------------------------------------------------------- ACTAGAAGAGAAGTTTAATTIGTACCATAACCAGCGCAAAAGATACAACAAI . IACT -------------------------------------
CG- - -ATTTTACTTTATTAAAAATACTGIA TET TGGATTTTGTATTATGTTTATCTGTCACGCACTGATCACAT TTAACAAT - = = = = = = & & & & s oo o e o e o e e m o e f e o f f e m ot e o e o f f e o f ot e m o f et e o m f e m ottt m et e f e e f o e m oo e oo oo meeoooammaoeaaa o
CAABBGTTTRATTE T TBAA-ACAC- - GAATTIA Tl - - - - - - - - - - oo oo oo ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAAIATTH - —TACTACTATAAATAGIG— - - -GATGGTATAAATTTTGAAT
-------------------------------------------------------------------------------------------------------------- ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAARBMATTH- - TACTACTATAAATAGHG- - - -GATGGTATAAATTTTGAAT
-------------------------------------------------------------------------------------------------------------- ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACA -« - - - -ACBATAGATTGTA- - - -GATGATAAARBATETTTAAAT
TRRAGARA TGATE- - - - - - - - - - - oo oo - - ABCACT TR ARG - - - - - - - - - - - - - - - oo oo Ll
TREAAARE - - - - - - - - - - - ----- ATTEAAAACAC - -JAATEIRE Tl - - - - - - - - - - - - c o s oot f e e e e e e ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC-ABIATEN- - - - - - -- - - - - - - - C------ AAATTTT- - - -
TREAAARE - - - - - - - - - - - ----- ATTIAAAACAC—— ------------------------------------------------------------ ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC-AGEATEHM- - - - - - - - - - - - - --=-coam- C------ AAATTTT- - - -
T THTTABCCTTATTAAA-ACAC- -EARRGE TR - - - - - - - - - - - - - - oo i e eeiaaao ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAARMATTIGTT ATATTAATAAT -ATAAGA- -GTATAAAATTTT- - - -
T ITTAICCTTATTAAA—ACAC—— ------------------------------------------------------------ ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAARMATT GTTI IATATTAATAAT—ATAAGA——GTATAAAATTTT————
T TTTTATCTTTATTAA------ - -HAA B TE T TGGATTTTGTATTATGT TTATCTGTCACGCACTGATCACAT TTAATAAT = = = & - & & o & o o e m o o e o e o o ot o o e f e o f f e e ot e m e o f f et et e ot et e e bt e et e m e e f ot e e o i e e m i e e oo eoameaoamaaoeaam o
THREGAAGEEC - - - - -TTTTATCTTTATTAA------- -HAAEEEETE T TGGATTTTGTATTATGTTTATCTGTCACGCACTGATCACAT T TAATAAT = = = = = o c m m e e o o o o et e o o m e e et o o o e e e e o e e e e e e e e e e e e e e e e e e e e e e e e e B A TTIE - - - & o o o o o o e o o o o e e e e e e e e e e e e e e e e e e oo
B 1 NN . . i 1 i

ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC-AlIIBA TR - - - ----------- TTATG-TGAGACG- - - - - AAATTTH- - - -

ACTAGAAGAGAAGTTTAATTIGTACCATAACCAGCGCAAAAGATACAACAA ATT ITA.AATATTA.TAIAITAAGICAGCGTA-TT T----
ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC-AMBATERE - - - - - - - - - - - - - TTATG-TGAGACG- - - - - AAATTTHE- - - -

C TAAA- - - - - - - -l e e e ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAA TTHABTACTAATGIAAATTATGATAAGA - - GCAAAAAATTTTAAAT
C TAAA- - =« - oo o oo oo o e e e e e e e e e e e e eeieaiaaiaaoa ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAACAA.TTIAITACTAATGIAAATTATGATAAGA— -GCAAAAAATTTTAAAT
T CGATAAATTTATTTTTATT AACACTT TTGGATTTTGTATTATGTTTATCTGTCACGCACTGAT CACAT TTAATAAT = = = = = & & o & o s m ot m e &t e & f e &t e & m e &t ot &t e &t e @t e &t ot @t ot &t e @t e f @t & f ot @t ot @ m e df e m @t m ot e m ot e df ot mf e mm e e m e m i e mmeemeamamamn o
T CGATAAATTTATTTTTATTI IAACACTT TTGGATTTTGTATTATGTTTATCTGTCACGCACTGAT CACAT TTAATAAT = = = = = & & o & s s & e & e & @ e & f e & @ e & f e &t ot &t e &t e @t e &t e & f ot &t e @ f e @ f ot @ f e @t ot &t e f ot e m ot e f ot e m ot e m it df e mf e e m e m i e e o ememameme oo
TATC TEAAAAT - - - - - - - - TTTATCT----TAA------ - - GE AR THE - - - - - - - - - = - = & s s m o e ot e f et et e f e e e f ittt e i e i e ea e ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC - AATTIIATTA- - AATATAGAITATGATAAGACGATGTARARTTTT- - - -
TATC TEAAAAT - - - - - - - - TTTATCT----TAA------ - - GE AR THE - - - - - - - - - = - = & s m m e m ot e f e e et e f et e f it e i et e i e e ACTAGAAGAGAAGTTTAATTGGTACCATAACCAGCGCAAAAGATACAAC —AIATTIATTA— —AATATAGAITATGATAAGACGATGTAI ITTTT— .- -
T ) AAA-ACACTT TTGGATTTTGTATTATGTTTATCTGTCACGCACTGAT CACAT TTAATAAT = = = = = & & o & o s o ot & m e & f ot & f e &t e & m ot &t ot & f e &t e @t e m @t d ot e f @t @t e @ f ot & f ot @@t @t e m ot e mf ot m ot e mf e df ot mm e mf e e m e mmdmmdemamemama oo
T ) IAAA—ACACTT TTGGATTTTGTATTATGTTTATCTGTCACGCACTGAT CACAT TTAATAAT = = = = = & & o & s s & e & e & @ e & f e & @ e & f e &t ot &t e &t e @t e &t e & f ot &t e @ f e @ f ot @ f e @t ot &t e f ot e m ot e f ot e m ot e m it df e mf e e m e m i e e o ememameme oo



End crop Point
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 12430 bp

size: 12430bp; fragments: 191; full length: 0 (>=11187bp)
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1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc

divergence to consensus (%)

size: 12784bp; fragments: 332; full length: 0 (>=11505.6bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: Itr_1 family 292

size: 267bp; fragments: 48; full length: 47 (>=240.3bp)
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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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1sus before TEtrimmer (bp)

Dotplot

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