Start crop Point End crop Point

1 MSA length = 6337 1
ATIA-TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAGATTGTTGTTGTTIT ---------- CGATATTACAAACAATAGAAGTGTTTTATTAACAAATAGCAATCACCACAA

—————————— TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAGATTGTTGTTGTTCT——————————CGATATTACAAACAAIAGAAGTGTTTTATTAACAAATAGCAATCACCACA

ACGAAA
AGGAGA
AGGAAA
———————————————————————————————————————————————————————————— CGATATTACAAACAATAGAAGTGTTTTATTAACAAATAGCAATCACCACAA ------
TGTAATGTATTGATTTGTAAAAAGAGGA--------- TTGTTGTTGTTCT--=-------- CGATATTACAAACAATAGAAGIGTTTTATTAACAAATAGCAATCACCACAG GGGAAG
TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAGATTGTTGTTGTTCT -=-=-=-=--->--- CGATATTACAAACAATAGAAGTGTTTTATTAACAAATAGCAATCACCACAG AGGAAA
TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAGAT TGT TGT TG T TCT T = = = = = = = = = = s s = s e o o e e o e e o o o o o e o e o o o e o e o oo e o e o o s e e e o mm e o e o m e e m e e o - - - - - - -TATTRATTTEERGANSE TR [ T TETH- - - - - -
TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAGATTGTTGTTGTTCT -=-=-=-=-=-=---- CGATATTACAAACAATAGAAGTGTTTTATTAACAAATAGCAATCACCACAGEERAATT T SERGE | CEmGE [ GA T T TERA ANSE TG - (8- - - - - -
TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAIATTGTTGTTGTTCT —————————— CGATATTACAAACAATAGAAGTGTTTTATTAACAAATAGCAATCACCACAGCEER A AGT T oG AGC THTCEATCTESEA AN EENGE | - TRCH- - - - - -
TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAGTTTGTTGTTGTTCT -=-=-=-=--=---- CAATATTACAAACAATAGAAGTGTTTTATTAACAAATAGCAATCACCACAGE- -ATTHETIERTAGTATTIATCCHENEA - - - - -NERT - TG TH- - - - - -
TGTAATGTATTGATTTGTAAAAAGAGGATGATTCAGTTTGTTGTTGTTCT -=-=-=-=--=---- CAATATTACAAACAATAGAAGTGTTTTATTAACAAATAGCAATCACCACAGE- -ATTHETIERTAGTATTIATCCHENEA - - - - -NERT - TG TH- - - - - -
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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 (%)

12 14

10

Il

size: 6337bp; fragments: 299; full length: 0 (>=5703.3bp)
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g_3.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa_aln.
size: 6637bp; fragments: 298; full length: 0 (>=5973.3bp)
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TE: Itr_1 family 851
size: 5032bp; fragments: 370; full length: 1 (>=4528.8bp)

| | | |
0 1000 2000 3000 4000 5000

TE consensus (bp)

coverage (bp)

80

60

40

Before TEtrimmer 5032 bp

Al

| LI

|

I I I I I
1000 2000 3000 4000 5000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000

3000 4000 5000

2000

N

I
1000

2000 3000
TE consensus self dotplot (bp)

I
4000

I
5000

P
>
No TE domain detected
[ [ [ [ [
1000 2000 3000 4000 5000

TE consensus structure and protein hits (bp)



After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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