Start crop Point End crop Point

1 MSA length = 4072 1
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT = = = = = = = = o m o o o o o o o o o o bttt o b bttt f o b bttt f f f it ot o o b bttt f o b bt e f o b i it oo f e oo

AGAGCGTTTGCACACACACCGGCAAAGCCGGIGCCGTTGCCGGAGCCGTCCCGGCGT - - - - - - - - TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCTIA— ST Tn
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT === == = = - - - TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT d TTT- -
AGAGCGTTTGCACACACACCGGCAAAGCCGGGCCGTTGCCGGAGCCGTCCCCGGEGT = = = = = = =« =« o= o s e o f ot oo oo oot ot ot oo o ot ottt ottt oo oo oottt oot oo
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGjccccGGeaT---------- TTCAGITCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT ----------
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT === == = = - - - TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGCCCCGGCGT - - - - - - - - TTCAGITCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT - -~~~ -~ - - TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT - - - - - TRCTETTAT 7 - - -GABETT (TTT G TRA GG TAT-ACT-
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT = = = = = = = = = = = = m mm m 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 @ 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 o TTAT@T

AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGECCCCGGEGT == === === = - TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCTIA ———————
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGICCCCGGCGT —————————— TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT - - TTT- -
A AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCTIA TITA
A AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGICCCCGGCGT —————————— TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT - - THCHSRANEEN T T T - - - - - TA--ATT - -T
A AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCTANEHT - - - - ------- - - ATRTATT--------
A AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCTI ————————————————— Aﬂ ATTGTT-TI

>

AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT - -
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGC-=-=-=-=-=-=-~-- O B I T I I I R LI I I R I R A
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGITCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCIT —————————— TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGOGTTGCCGGAGCCGTCCCECGGEGT = = = = = = = = = m = m o mm m e o o m o o e o o m o o o o o o o o o e o o o o o e o o m o o e o o o o o e o o o m o o e o o o o o e o o o o o e o e o m o o e o o m o oo m oo oo m o m - m o - - - -
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTICCCGGCGT ——————————————————————————————————————————————————————————————————————————————————————————————————————————————
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT === === ===~ TTCAGCTCCGAIACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
AGAGCGTTTGCACACACACCGGCAAAGCCGGAGCCGTTGCCGGAGLCCGTCCCCGGCGT === === ===~ TTCAGCTCCGACACCGGCACCGATTTTGCCGGCGTGTGTGAAAGCGCTCT
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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: 4072bp; fragments: 35083; full length: 0 (>=3664.8bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 4393bp; fragments: 35053; full length: 0 (>=3953.7bp)

divergence to consensus (%)
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TE: Itr 1 family 557 Before TEtrimmer 4011 bp

size: 4011bp; fragments: 23502; full length: 0 (>=3609.9bp)
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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)

4000
/ g s
/ /
3500 / , )
/
3000 , v
/
/7
// /
g /7
2500 v
/7 7/
y % g
2000
/ ; 7 7 / /
/7 7/
1500 , . g
/7
/
1000 ,
// // ) / / Ve ,
, y; /7 / V74
Y /Y ,
500,///, ’ ‘ y
Ve
0 | | | | | | | |
0 500 1000 1500 2000 2500 3000 3500 4000

TE consensus after TEtrimmer (bp)



