Start crop Point

!

TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
-TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA
TTAACCCAGATA

TAATATGT

End crop Point

MSA length = 2878
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT---------- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA

AGT---A
AAT - --A

ABAGT- - -A
G AAIGTT
ABAA - - - -A

TAAACI ............
A- - - AAAAATATCAA-

------ AIAAA CAAC
TAAATTAAAABTTTCAA- -

----- ABAGT - - T

GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA TAAATTIAIAATATIAA—— ——————— ARG - - - -A
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TAAAAATAAATGTTTCAGTAATATCTGGGTTAA TAAITTAAAAAT ————— C T----ATACCCCAG A- - - - - GTT
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TAAAAATAAATGTTTCAGTAATATCTGGGTTAANR - ------ - - AAAAATTT---C T---- AIAATGT

GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TAAAAATAAATGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TAAAAATAAAAGTTTCAGTAATATCTGGGTTAA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=---- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA

ABAA - -TTA
AIT——AA

A.TTAAAAATTTCAA—

GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAAEEIES - - - - - - - - - - - - TTIAA— AAT--TA
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TAAAAATAAATGT TTCAGTAATATCTGGG T TAA - - - = = = = s = s e o o e e o e o o o o o e o o o o e o o e o o e o o e o o o o o e o o m o oo oo - oo - m - - - -
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=---- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA------------------TCAE-INIEIEN  AGEGEG NN/ 8- - -------------------- A
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT--=-=-=-=-=-=--- TAAAAATAAATGTTTCAGTAATATCTGGGTTAA ATTTTA
GCCTACCGTCCGTTTAAACATACACTTTACAAAC-CT-=-=-=-=-=-=-=--- TGAAAATAAAAGTTTCAGTAATATCTGGGTTAA AAT - --A
GCCTACCGTCCGTTTAAACATACACTTTACAAACTCT --=-=-=-=-=-=--- TGAAAATAAAAGTTTCAGTAATATCTGGGITIA AAT -TAA

.............. BocafaTiilcT TBACAABCET----- - - - - - TAAAAATAAAAGTTTCAGTAATATCTGGGTTAA AATGTA
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 2878bp; fragments: 54; full length: 0 (>=2590.2bp)

divergence to consensus (%)
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d g 2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢

divergence to consensus (%)
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size: 3178bp; fragments: 54; full length: 0 (>=2860.2bp)
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divergence to consensus (%)

TE: Itr_1 family 949
size: 2463bp; fragments: 61; full length: 0 (>=2216.7bp)
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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)
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