Start crop Point End crop Point

1 MSA length = 1943 1
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - = = = = = = = - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACICTGTACA T.T.A

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA - - -AATTAA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - -~ - - CGGTTTClTAJJATACCCTATAGAAACAACCAAAATGGTJCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACIAAAATGGTCCACC - - - TIRIIA AARAATGTAATT TTGCAALR - - - - - - - -
TGTACAGGGTGGACCAITTTGGTTGTTTCTATAGGGTATCTAGGAAACCG ---------- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA —IATTAA-TIAG
TGTACAGGGTGGACATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCACCCTGTACAIE- - - - - - - A
TGTACAGJGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAAJAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTTCTAGGAAACCG- - - - - -~ - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA

TGTACIGGGTGGACIATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG ---------- CGGTTTICTIGATAICCTATAGIAACAACCAAAATGGTCCACCCTGTACA
T TACAGGGTGGACCATTTTGGTTGTTTCTAIAGGGTATCTAGGAAACCG ---------- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA AT ---cmm--
GTACAGGGTGGACCATTTTGGTTGTTTCTATAGGG T - - - = - - - - AACCG - == == === - - CGGTTTICTAGATACCCTATAGAAACAACCIAAATGGTC - CCIGTACA -TIGG-A.ATIT-— -

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTITATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACIAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAAICG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCITTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=-~-=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- IGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTG ACA
TGTACAGGGTGGAICATTTTGGTTGTTTCTATAIGGTATCTAGGAAACCG —————————— CGITTTCCTAIATACCCTATAGAAACAACCAAAATGGTCCACCCT TAC
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATICCCTATAGAAACAACCAAAATGGTCCACCCTGTAC ———————————

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - -~ - - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - -~ - - - CGGTTTCCTAGATACCCTATAGIAA.A.AAIATHCCACCIT.A— -
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGEICCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAJIGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG- - - - - - - - - - CGGTTTCCTAGATACJCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - -~~~ -~ - - CGGTTJCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTIG.CATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG ---------- CGGTTTCCTAGITACCCTATAGAAACAA.AAIATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACG---------- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA

TGTACAGGGTGGACCATTTTGGIITGTTTCTATAGGGTATCTAGGAAACCG - - - -~~~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCICCCTGTACA_
TGTACAIGGTGGACCATTTTGiFTGTTTCTATAGGGTATCTAGGAAACCG ---------- CGITTTCCTAGATACCCTATAGAAACAACCAAAITGITCCACCCTGTACA
TGTACAGGGTGGECIMATTTTGET TGTTTCTATAGGGTATCTAGGAAACCG - - - - - - = - - - CGlTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGG!i!ATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG ---------- CGGTTTICTAGATACCCTITAGAAACAACCAAAATGITICACCCTGTACA
TGTACAGGGTGGAMICATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGETCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - -~ - - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACICTGTACA

TGTACAGGGTGGAICATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCI —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=-=--- CGGTTTC TAGATACICTATAGAAACAACCAAAATGGTCCACC TGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTI!TAGATACCCTATAGAAACAAICAAAATGGTCCACI!TGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGITTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
GTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGIAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGICCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTICTATAGGGTATCTAGGAAACCG —————————— CGGTTTICTAGATACCCTATAGIAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=-=--- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTICTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA

———————————————— ITACAGIGTGGACCATTTTGITTGTT————TAGGGTATCTAGGAAACCI——————————CGGTTTCCTAGATACCCTATA AAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGAICAITTTGGTTGTTTCTATAGGGTATCTAGGAIACCG —————————— CGGTTTCCTAGATACCCTATEBGAAACAACCAAAATGGTCCACCCTGTACA
TGTAIAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGIAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA

TGTACAGGGTGGACCATTTTGGTTITTTCTATAGGGTATCTIGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TITAIAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG —————————— CGGTTTICTAGATACCCTATAGAAACAACCAAAATIGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCITGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTT.TAIATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
GTACAGGGTGGACCATTTTIGTTGTTTCTATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGIGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATIGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTA-AGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTAIA
TGTACAGGGTGGAICATTTTGGTTGTTTCTATAIGGTATCTAGGAAACCG —————————— CGGITTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGITATCTAGGAAACCG —————————— CGGTTTCCTAGATAICCTATAGAAACAACCAAAATGGTCCACC TGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTIGATACCCTATAGAAACAACCAAAATGGTC.C‘TITIC

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TITACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTAC-=-=-=-=-=-=-=---
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
GTACAGGGTGGAICATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTIGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGICCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
—————————————————————————— GTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG——————————CGGTTTCITAGATACCCTATAGAAAIAACCAAAATIGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTITATAGGGTATCTAGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCIACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGIATCTAGGIAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACC.GTACA
TGTACAGGGTGGACCATTTTGITTGTTTCTATAIGGTATITAGGAAACCG —————————— CGGTTTCITAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=-=-=---- CGGTTTCCTAGATICCCTATAIAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGIAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGITCCACCCTGTACA
GTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTIGGAAACCG —————————— CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACiI —————————— CGGTTTCCTAGATACCITATAGAIACAACCAAAATGGTCCACCCTITAC ——————————
————— GTACAGGGTGGACCATTTTGGTTGTTTCTATABEMGTATCTAGGAAAC G——————————CGGTTTCCTAGATACCCTAIAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTAT#GTATCTAGGAAICCG —————————— CGGTTTCCTAGATAICCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAIGGTGGACCATTTTGITTGTTTCTATAGG TATCTAGGAAACCG---------- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTAIAGGITATCTAGIAAACCG —————————— CGGTTT.TAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=--=-=--=-=--- CGGTTTCCTAGATACCCTATAGAAACAACCAAAITGGTICACCCTGTACA

TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - -~ - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGT§CA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - -~~~ -~ - - CGGTTTCCTAGATACCCTATAAAACAAJCAAAATGGTCCACCCTGTACA
TGIACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG ---------- CGGTTTCCTA-AC-ATI!A.C ------------------------
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - -~ - - CGGTTTCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAIGGTGGAC.TTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG ---------- CGGTTTCCEIGATACICTATAGAAACAACCAAAATGGTCCACCCTITACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - -~~~ -~ - - CGGTTTCCIAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTTTTCTATAGGGTATCTAGGAAACCG- - - - - - - - - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAARG-TCCACCCTGTACA
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG - - - - - - -~ - - CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGTCCACCCTGTACA
T TACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGJGTATCTAGGAAACCG
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG

AIAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG
TGTACAGGGTGGACCATTTTGGTTGTTTCTATAGGGTATCTAGGAAACCG-=-=-=-=--=---- CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
CGGTTTCITAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
CGGTTTCCTAGATACCCTATAGAAACAACCAAAATGGTCCACCCTGTACA
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 1943 bp

size: 1943bp; fragments: 4428; full length: 68 (>=1748.7bp)
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/ 2144 fasta.b.bed uf.bed g 1l.bed fm 1.bed O O bcIn.fa_aln.fa cl
size: 2243bp; fragments: 4412; full length: 0 (>=2018.7bp)
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TE: md_5. family 2144 Before TEtrimmer 1935 bp
size: 1935bp; fragments: 4430; full length: 67 (>=1741.5bp)
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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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Dotplot

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