Start crop Point End crop Point

1 MSA length = 6360 1
-------------------------------------------------------------------------------------------------------------- GAACCTTTACCACGCGITTAATCAGAACATTTCA

-------------------------------------------------------------------------------------------------------------- GAACCTTTACCACGCGATTAATCAGAACATTTCA
-------------------------------------------------------------------------------------------------------------- GAACCTTTACCACGCG[TTAATCAGAACATTTCA
-------------------------------------------------------------------------------------------------------------- GAACCTTTACCACGCGATTAATCAGAACATTTCA e e e e e e
-------------------------------------------------------------------------------------------------------------- GAACCTTTACCACGCGATTAATCAGAACATTTCA - ATTTGATATTAAAAATTAAT
ey ------------ RATT TATG @AT---G6C----CBr----- B GTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT - -« -« -« - - GAACCTTTACCACGCGATTAATCAGAACATTTCARRIE- - - - - - - - - - - - == - = oo e oo oo oo
-------------------------------------------------------------------------------------------------------------- GAACCTTTACCACGCGATTAATCAGAACATTTCA
------------------------------------------------- B------ ... GAACCTTTACCACGCGATTAATCAGAACATTTCA

--------- TTET ATHET -TGTBAAABATRTT - - - -
TERN T TRAATRTARTTT ARARE IR - - A TRAATATRTT - - - -
I

TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T -=-=-=-=-=-=-=--- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T -=-=-=-=-=-=-=--- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T -=-=-=-=-=-=-=--- GAACCTTTACCACGCGITTAATCAGAACATTTCA
A---CHlC-GTA- TGTGACGGCATCGTACGCAAAAAGATATITTTTATTTAAACTGTATAGTT —————————— GAACCTTTACCACGCGATTAATCAGAACATTTCA
AAT - - - - ---- A TGTIACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGTT —————————— GAACCTTTACCACGCGATTAATCAGAACATTTCA
———————————————————————————————————————————————————————————— GAACCTTTACCACGCGITTAATCAGAACATTTCA

A-AT
-TAT

—G]AIATA.TI— - -AITGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT -~ ----- - - - GAACCTTTACCACGCGETTAATCAGAACATTTCA
A-ABBAA--- - TGTGACGGCATCGTACGCAAAAAGATATATTTTTTTAAACTGTATAGTT - -« ------- GAACCTTTACCACGCGATTAATCAGAACATTTCA
------------------------------------------------------------------------------------------------ AGTT----------GAACCTTTACCACGCGTTAATCAGAACATTTCA

C-AT---TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT --------- - GAACCTTTACCACGCGATTAATCAGAACATTTCA

cl---- TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T---ccoom-- GAACCTTTACCACGCGATTAATCAGAACATTTCA
C—ATI— TGTGACGGCATCGTAIGCAAAAAGATATATTTTATTTAAACTGTATAGTT ---------- GAACCTTTACCACGCGATTAATCAGAACATTTCA
T-ATA-BTGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T----cccnn- GAACCTTTACCACGCGATTAATCAGAACATTTCAISGTEENTCHIE - - - - - - - - - - - - - - - - - - - - - -AIGITIA ----- GATG- - - - - TTAIT
-------------------------------------------------------------------------------------------------------------- GAACCTTTACCACGCGATTAAICAGAACATTTCA TATTTGATATTAAAAATTAAT ABABTAAAAACTGATGGCCGATTATC
CT----

A
A

- - TAAT-BGTTT- T-ATA-WTGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T ===~~~ -- GAACCTTTACCACGCGATTAATCAGAACATTTCA
-BART-ToTTTT TT-- - TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGT T ===~~~ --- GAACCTTTACCACGCGATTAATCAGAACATTTCA
------- BarTT --- - -BTGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT- - - - - - - - - -GAACCTJTACCACGCGETTAATCAGAACATTCA

TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT - =-=-=-=-=-=-=--- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT - =-=-=-=-=-=-=--- GAACCTTTACCACGCGATTAATCAGAACATTTCA
GAACCTTTACCACGCGATTAATCAGAACATTTCA
GAACCTTTACCACGCGATTAATCAGAACATTTCA

IAACCTTTACCACGCGATTAATCAGAACATTTCA
GAACCTTTACCACGCGATTAATCAGAACATTTCA

————— AAT-TGT - - - --- GA--AT T—ATI— TGTGACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGTT----------GAACCTTTACCACGCGATTAATCAGAACATTTCA
TTTAATATGTTTT -TARAAATATERTT - - -ABMTGTGACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGTT--=-=-=-=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TTTAATATGTTTT -TARAAATATERTT - - -ABMTGTGACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGTT--=--=-=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TTTAATATGTTTT -TARAAATATERTT - - -ABMTGTGACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGTT--=-------- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TTTAATATGTTTT -TARAAATATERTT - - -ABMTGTGACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGTT--=-=--=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TTTAATATGTTTT -TARAAATATERTT - - -ABMTGTGACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGTT--=--=-=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA

TTIAT——— CTT A-ATERAAATTT C—AIA— TGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT - =-=-=-=-=-=-=--- GAACCTTTACCACGCGATTAATCAGAACATTTCA

TGTGACGGCATCGTATGCAAAAAGATATATTTTATTTAAACTGTATAGT T -=-=-=-=-=-=-=--- GAACCTTTACCACGCGATTAATCAGAACATTTCA
GAACCTTTACCACGCGITTAATCAGAACATTTCA
GAACCTTTACCACGCGATTAATCAGAACATTTCA
GAACCTTTACCACGCGATTAATCAGAACATTTCA
GAACCTTTACCACGCGATTAATCAGAACATTTCA
GAACCTTTACCACGCGATTAATCAGAACATTTCA

T-TAATATGETTT GAAIAC TTATA-

TATTTGATATTAAAAATTAAT
-ATTTRATEBTTAAA- - - - - - - -
TATTTGATATTAAAAATTAAT

-ATTTCGHRATEAAG- - - THGT

GAACCTTTACCACGCGITTAATCAGAACATTTCA

GAACCTTTACCACGCGETTAATCAGAACATTTCA

——TAATATGTTI———— ---TEGE---CHC-ATE-BTGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT--=--=-=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA
TTIAATITATTTT -TAGBBABCTATIRTEAGAGE T GTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT --=-=-=-=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA
--TA------ CT --AT@RAAC-TT -GTA-BTGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT --=-=-=-=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA
--TA------ CT --AT@RAAC-TT -GTA-BTGTGACGGCATCGTACGCAAAAAGATATATTTTATTTAAACTGTATAGTT --=-=-=-=----- GAACCTTTACCACGCGATTAATCAGAACATTTCA
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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: 6360bp; fragments: 353; full length: 8 (>=5724bp)

w_
@_
< -
AN {—/—— —

— — —

— — —

(=] T T T T T T

0 1000 2000 3000 4000 5000 6000

TE consensus (bp)

coverage (bp)

80 100 120

60
!

40

20

After TEtrimmer 6360 bp

!

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

I
6000

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

4

/

I
1000

2000 3000 4000 5000
TE consensus self dotplot (bp)

I
6000

No TE domain detected

I I I I I
1000 2000 3000 4000 5000
TE consensus structure and protein hits (bp)

I
6000




d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 6661bp; fragments: 352; full length: 4 (>=5994.9bp)
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divergence to consensus (%)

TE: Itr_1_family 749 Before TEtrimmer 1418 bp

size: 1418bp; fragments: 59; full length: 48 (>=1276.2bp)
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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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onsensus before TEtrimmer (bp)

Dotplot

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