Start crop Point End crop Point

1 MSA length = 1938 1

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - -~ - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACIAAAATGGTCCA-CCTGTACA
-------- TGTACAGGGTGGAICATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG——————————CGGTTTICTAGATACCCTITAGAAACAACCAAAATGITICACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCHMTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - -~ - - -~ - - CGGTTTCITAGATACI!TATAGAAACAACCAAAATGGTCCACCITGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTTCTAGGAAACCG- - - - - -~ - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - = = = = = = = = = = = = = = @ mm @ m o e o e o e o e m e o e @ e @ e @ e e e m e o e @ e o e @ e @ e @ e e e @ e @ e e e e m e e e e e e e e e e e e e e o
TGTACAGGGTGGACCATTTGGTTGTTTCTATAGGGTATCTAGGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACAEE- - - - - TRTTTT

------ TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - -~~~ - - CGGTTTCCTAGATACCCTATAGIAAIAA-AIGGT-— - ACTIAGI!CICT

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACG
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGG|aTCTAGG]AACCG
TGTACAGGGTGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - -~ - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACICTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - -~ - -~ - - CGGJTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCH - - - - - o v - - - - - ARTA T T - - - -m s e oo oo oo
TGTACAGGGTGGACCITTTTGTTGTTTCTATAGGGTATCTAGGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACARMGET - - - - \CEMATTCTHEGEA - - - - - - - - - - - - - - - - oo
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - = = = = = == = == mm e mm e e e e e e e e e memmemmemmmemeemeemee oo - - ETATTCEERREEA - - - - - - - - - - - =~ - === m = mm e o e = -
TGTACAIGGTGGACCATTTTGGITGTTTCTATAGGGTATCTAGGAAACCG ---------- CGITTTCCTAGATACCCTATAGAAACAACCAAAITGITCCACCCTGT -------------

T TACAGGGTGGACCATTTTGGTTGTTTCTAJJAGGGTATCTAGGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGAJCATTTTGGTTGTTTCTATAJGGTATCTAGGAAACCG- - - - - - - - - - CGGJJTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - -~ - - -~ - - CGGTTTCCTAGATACICTATAGAAACAACIAAAATGGTCACCCTGTACA
TGTACAGGGTGGAICATTTTGGTTGTTTCTATAIGGTATCTAGGAAACCG ---------- CGITTTCCTAIATACCCTATAGAAACAACCAAAATGGTCCACCCTITAC
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACHG- - ------ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
---------- TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAAI!G— &~ --------CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACAIE- - - - - - -
-------------------- TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-+---------CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA -

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGIG—ATCTAGGAAACCG ——————————————————————————————————————————————————————————————————————————————————————————————————————————————
————— .TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG— - - - - - CGGTTTICTAGATACCCTATAGAAACAACC - —AATGGTICACCCTGTACA
AAATAAA TGTACAGGGTGGACCATTTTGGITGTTTCTATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCICCCTGTACA -
TAAI— --A----- TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA -
—————————————————————————————————————————— TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG----------CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA

A TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTICCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA ————————————————————————

A TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA----GTAAAESTATTTT
--A TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=---=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA.— —GTAAAITITTTT
AGA TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - = = = = = - m s o m e o e o o o e o o o o o e o m m o o e o m e o o o o m e o o o o m e o e m o o e o mm o oo e o m e o oo o o m e o o o o m e o e oo oo o o oo o m oo m oo m o - o - o -
ARA TGTACAIGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA A----ABBTATT T T - - ------------=-----=-=--=-------
A TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCITAIATACCCTATAGAAACAACCAAAATGGTICACCCTGTACA. GTAAGITATTCT
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d fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_alnfa cl.f After TEtrimmer 1938 bp
size: 1938bp; fragments: 4412; full length: 68 (>=1744.2bp)
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d ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries

size: 2238bp; fragments: 4404; full length: 0 (>=2014.2bp)
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TE: nd_1_famiy 321 Before TEtrimmer 833 bp

size: 833bp; fragments: 2191; full length: 354 (>=749.7bp)
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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)

Dotplot

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