Start crop Point End crop Point

MSA length = 4511 1
------------------------------------------------------------ AACAATAIACTTTTACCTTTTATTGTTACTTTGATTCACGTCC—ACAACATATTGT TEGAAT AIG—————————
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG---------- AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACATTT - - ART A——TITAAGCTG
TAGAATATACAATGTTAAATCTACAAGGTTTGATAGTCGTAGTTTAT ---------- AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCC-ACAACATTT--T ARTRA-----------
------------------------------------------------------------ AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACATTTTAT AT AGITTTIAA———
TAGAATATACAATGTTAAATCTACAAGGTTTGATAGTCGTAGTTTAT ----=------ AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCC-ACAACA AACTG

THCTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- - - - - - - - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACAAT - TAT
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- ===~~~ - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA- - - - - THT@AMTIA - - - - - - - - - - - - - -
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- - -~~~ - - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA - = = = === === s mmmmmmmmmmm e o
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- - - -~~~ - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACATTT - - G TECEE TBAG- - - - - - - CTA
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- - - -~~~ - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA- - - - - TH TS T ARG - - -------
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- - - -~~~ - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA- - - - - TRITIAMTEA - - - - - - - - - - o s e e e
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- ===~~~ - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA- - - - - TRITEBARTEA - - - - - - - - - - - - - o e e e
AACAATAAACTTTTACCTTT--TTGTTACTTTGATTCACGTCCAACAACA- - - - - TG TGCECEEA - - - - - - - - - - - TTTTTTT

AACAATAAACTTTTACCTTTTATTGTTACTTTATTCACGccilicAACAATTTAT G ABERAGGTTTA- - - - - TTTRTTT

-------------------------------------------------------------------------------------------------------------- AACAATAAACTTTTACITTTTATTGTTACTTTIATTCACGICCICAACA— S T

A CETA TAATRECHTABAATAAABAATGGCTGAAATEBABAT AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCC-ACAACA- - - - - TTTTTTT
.A.G’TAAECITAIAAT.AIAITGTC - —A.TCTAL AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA- - - - -

AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACATATIAT

------------------------------------ TAAIA cBrBA
A.GTT——AAAT ARA
AATGGTCGENA
ATGITTG
AATGTT- -AAATCTACAT
AATGTT- -AAATCTACAT

TAGAATATACAATGTTAAATCTACAAGGTTTGATAGTCGTAGTTTAT - == -=-=--- AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCC-ACAACATTT - - THEENARTIA
TAGAATATACAATGTTAAATCTACAAGGTTTGATAGTCGTAGTTTAT - == -=-=--- AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCC-ACAACA
THCTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- - - - - - - - - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACAAT - TAT
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- == ---=- - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA
TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- == ---=- - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACATTT - -
AATGTT- -AAATCTACAT TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- == ---=- - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA
AATGTT- -AAATCTACAT TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- == ---=--- AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA
AABETT - - AAB T T AT - - - - - -

AATGTT- -AAATCTACAT TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- == ---=--- AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACATTT - -
AGTITT--AAAGTEACAT TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- == ---=- - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA
AATGTT- -AAATCTACAT TACTACAAGTAATACTGTATCTATAAGGTTTGATAGTCGTAGTTTAG- == ---=- - - AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA- - - - -
AATGGC- - AAATCTACAT TACAACAAGTABTACTGTATCTATAAGHTTIIGATAGTCGTAGTTTAT - - - - - - - - - - AACAATAAACTTTTACCTTTTATTGTTACTTTATTCACGlCClICAACAATTTAT AGGTTTA- - - - - TTTRTTT
-------------------------------------------------------------------------------------------------------------- AACAATAAACTTTTACITTTTATTGTTACTTTIATTCACGICCICAACA— S T
AACAATAAACTTTTACCTTTTATTGTTACTTTGATTCACGTCCAACAACA - -- - - TRTHRRART - - - - - - - - - o oo oo
AATGTT--AAATCTACATH- -G TACTACAAGTAATACTGTATCTATAAGGT T TGATAGTCGTAGT T TAG - = = = = = = = = = & = & & & ot o o o o o o o b o o b o f ot f o f o e o e o e o et e o et et e o e o e o e f et e et et o e et o e o i e e e i oo e o e oo
AATGGCTGAAATEABAT TTTTTTT
AffTGTC- —A.TCTALT TTTTTTT
AATGGC- - AAATCTACATIRAITACAACAAGTABTACTGTATCTATAAGH T TIIGATAG T CO T AG T T TAT - = - = & & & c o o o o o o o b b b b b b o b b b o e oo ot oot e o et e o e o e o e ot ot o e o e et e e e et e ettt e e i e i e e e e ee e oo
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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 (%)

size: 4511bp; fragments: 115; full length: 12 (>=4059.9bp)
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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: 4834bp; fragments: 114; full length: 12 (>=4350.6bp)
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TE: Itr_1 family 510
size: 4978bp; fragments: 3264; full length: 1 (>=4480.2bp)
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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)

Dotplot

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