Start crop Point End crop Point

1 MSA length = 1953 1

iCAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG —————————— ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGTT -

CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTITCTATTAGGTTAGAGGTCGTTGITTGAA AAAATTIAT
————————————————— ACCTCTAACCTAATAIACGCAGCATTCCTATACCGATTGCATTGG— - - - ---- —ATGACATTCAGGTGGTAGGAATGCTITGTCTATTAGGTTAGAGITCGTTG— - - —IA AGAIT— --T
T CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAIGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTG ————————————— AAGATITGC
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGETAA
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTG]T—A_

CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGI —————————— ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGG - === === == = = = m s o e e o o e e o e o e e o e o e m oo m oo o m - m - - -
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG--=-=-=-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGTT T -============--=---
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGTT—AA-ACGTA CGG
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG--=-=-=-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGG-=-=-=-=-=-=-=----- ACG CIG
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGTT—AA-ATG ———————
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG--=-=-=-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGI —————————————
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-=-=-=-=-=--- ATGACITTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGT AAA AT--------

CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGG TAAA.AT—TGICAA TTT

____________ A

CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGTHAAA AT
CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGGTT—IA-TTGTA CAGHR- - -

TT

CAACGACCTCTAACCTAATAGACGCAGCATTCCTATACCGATTGCATTGG-=-=-==-=-=-=--- ATGACATTCAGGTGGTAGGAATGCTTTGTCTATTAGGTTAGAGGTCGTTGHET






1.bed fm _1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcIn.fa_aln.fa_
size: 1953bp; fragments: 3380; full length: 15 (>=1757.7bp)
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ed g 1.bed fm _1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcIn.fa_
size: 2253bp; fragments: 3369; full length: 0 (>=2027.7bp)
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5

20

15

10

g I

\

(

!

11

|

|

n

\
I

I
500 1000

I
1500

TE consensus (bp)

I
2000

coverage (bp)

1500

1000

500

After TEtrimmer Extended plot Blue lines are boundaries

2000

1500

1000

TE consensus self dotplot (bp)
/

500
!

L -

500 1000 1500 2000 0 500 1000 1500
TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp)

I
2000

No TE domain detected

500 1000 1500
TE consensus structure and protein hits (bp)

I
2000




10 12

8

6

divergence to consensus (%)
4

size: 2859bp; fragments: 100; full length: 0 (>=2573.1bp)

TE: Itr_1 family 1012
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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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