Start crop Point End crop Point

1 MSA length = 4337 1
TGTTAGAAAATATC - AAAAAAGGTACATGT TACGCCACCT AT CAG T AGAT = - = = - - - o o - o o o o o o o o o o e e o o o o b o o o e o o o o o e e o et o ot o oo oo

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
——————————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
———————————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
———————————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
————————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
————————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
ATTATC----=---- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
ATTATC-------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
——————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TTATC—ATTIAA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
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TTATC-ATTHAA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT === = == - = - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
------------------------------------------------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
------------------------------------------------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
- -TATC- - - e e e - - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT === === - = - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
- -TATC- == e m e - - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT === = == - = - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
------------------------------------------------------------------------------------------------------------- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA .
--------------------------------------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA Cee -
--------------------------------------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA Cee -
------------------------------------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA e
------------------------------------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
----------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
----------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA e e
ATIACAAITT TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT === === - = - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
AT TT
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ACAA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
——————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
——————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
ATTA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAIIN - - - - - - - -

ATTA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAIIN - - - - - - - -
———————————————————————————————————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA ------ I I A IC AT BN R
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEESERGEA - - - - - -ABGAR- - - - - ---------- - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAHIEIRAACET - - - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAH I IRAACHET - ------INGRT T TIANGERENE [ IR - - - - - - - - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAHSGIEEAA THNE - - GEGEGRININE [ T T ARG [ - - - - - -------------
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAHSGIEEAA THNE - - GEGEGRININE [ T T ARG - - - - - -------------
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEE I - G (IR T T ------I T GR - - - - - - ----------------
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEE I - G (IR T T ------Ih T GR - - - - - - ----------------
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEIED - ATHRT - -AGGANIENCECHEA - - - ----------
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA N - - - - ------ - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA N - - - - ------ - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACARIIEN. - - - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACARINIEEE - - - - - - -GG AJNEEERE | T TGN, - - - - - - - - ------------
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----8- - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----8- - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATIGTTTGATTTCCCGCAGCTTCCCGCGCAACA ————————————
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TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATHGTTTGATTTCCCGCAGCTTCCCGCGCAACA . - - - - - - --- - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEEN - - - - - - - -

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAEEN - - - - - - - -

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAHIEGE - RCETT-AGGHRININNC T TGERRGE - - - - - - - -------------
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
ATTATA------=-------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
ATTATA------=-------- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
—————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA I I R R I I B
—————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA I I R R I I B
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA i I I
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAE . - - - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAE . - - - - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

> > > > > > 0O 0O 0
> > > > > > > >

AAA
AAA

> > > > > > > >

4 4 4 4 4 4 4 4 44 4 -4 -4 4 -

> > > > > > > >



End crop Point
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 4337 bp
size: 4337bp; fragments: 294; full length: 72 (>=3903.3bp)
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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: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)

divergence to consensus (%)

12

10

1000

2000 3000
TE consensus (bp)

4000

coverage (bp)

150

100

50

After TEtrimmer Extended plot Blue lines are boundaries

X

I

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

TE consensus self dotplot (bp)

1000

3000 4000

2000

/

/

1000 2000 3000
TE consensus self dotplot (bp)

I
4000

No TE domain detected

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




divergence to consensus (%)

TE: It 1 famiy 241 Before TEtrimmer 168 bp

size: 168bp; fragments: 163; full length: 159 (>=151.2bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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