Start crop Point End crop Point

------------------------------------------------------------ TGAGGAGGAGAAGCCGAABCGTCTAMAATATCCTACT

1 MSA length = 8821

AAATAAATTAAACAAATAACAAACAAATAAAAT TATATAGCAT TCATCC T - = = = = = = = = = o= oo m m e o e e e o e e e o et e e e e e e et oo i oo i e e i oo
------------------------------------------------------------ IGIGGAGG———ATCCGGA CGICTA TATATCCTACT
AAATAAATTAAACAAATAACAAACAAATAAAATTATATAGCATTCATCCT - -------- - TGAGGAGGAGAAGCCGAAMCGTCTAMAATATCCTACT
GATTAAATTGGGTAAATARBCAACBAATRAAATTATTTAATACACAGACT - - - - - - - - - - TGAGGAGGAGAAGCCGAAICGTCTAIAATATCCTACT

4 0 0 4444 -4 40 < - -

---------------------- ACAAATAAAATTATATAGCATTCATCCT——————————TGCGGTG——C CGGA CGTCTAAATCTCCTACT - - = s o e e e e CCTATT -
AAATAAATTAAACAAATAACAAACAAATAAAA - = - = - o oo o mmm o e oo e im e e o TGCGGTG——C CGGA cGTcTA@AATCTCCTACT- - - - - - - - oo - TG TCT- - - -
--------------- ATAACAAACAAATAAAATTATATAGCATTCATCCT----------TGAGGAG- - CAATCCGAGECGGCTARTATATCCTACTRCTTAAABGGAATccAAAlGA TCTATTAMT
AAATAAATTAAACAAATAACAAACAAATAAAA - = - = - o oo o mmm o e oo e im e e o TGAGGAG- - CAATCCGAGEBCGGCTAMTATATCCTACTH- TCAAAAAGAATT - - - AARTA CCT-- - -
------------------------------------------------------------ TGAGGAGGAGAAGCCGAARCGTCTABAATATCCTACTE-----------------ATTT CCT-------
------------------------------------------------------------ TGAGGAGGAGAAGCCGAARCGTCTABAATATCCTACT -------------TGTAAATGT Cee -
------------------------------------------------------------ TGAGGAG- - CAATCCGGABcGTCTiMAATCTCCTACT-------- - oo o= WGTT
------------------------------------------------------------ TGAGGAG - - CAATCCGAGEBCGGCTAMTATATCCTACTECTT - - AAGGGGT]- - - AATTA GCT
------------------------------------------------------------ TGAGGAG- - CAATCCGAGEBCGGCTAMTATATCCTACTEH- - AAAAGGAATTGTAA-TTT GTT
-------------------------------------------------------------------------------------------------------------- TGTGATA TT CCTAGTANMT
------------------------------------------------------------ TGCGGTG- -C-ATCCGAGcGTCTAMAATATCCTACT------------------TTA et
------------------------------------------------------------ TGCGGTGI———ATCCGAGICGTCTAIAATATCCTACTI——————————————————————————————————————————————————————————————
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size: 8821bp; fragments: 964, full length: 0 (>=7938.9bp)
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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: 8989bp; fragments: 817; full length: 0 (>=8090.1bp)
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size: 284bp; fragments: 61; full length: 40 (>=255.6bp)

TE: Itr_1 family 367
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After TEtrimmer ORF and PFAM domain plot
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