Start crop Point End crop Point

MSA length = 6587 1
CAGGGGCGGGAATCTTAAATATGCTGATAGAAGAGCGACTTTAGCGCC---------- TCAAAGTAAATTTAACAAGGGAGGGCAGTCTATCTTTTTCTTTGTTTATG TTGAAA- - - - - ATAT T———TI—
------------------------------------------------------------ TCAAAGTAAATTTAACAAGGGAGGGCAGTCTATCTTTTTCTTTGTTTATG ------ATAGAGTA TAATAC

TTGATA -
T-GATG-

TTGAGAACA - AATAT
TTGAATATA—CAIAT

T---@T---FTARTTTAT (TTATT-------TGCETC TATCH---------- CAGGGGCGGGAATCTTAAATATGCTGATAGAAGAGCGACTTTAGCGCC TAGAAAATA - AATAT TTGATA -
C----TBAAGCEAAGECECA A G- - - - - - - ACIGAAA - CACAGGGGCGGGAATCTTAAATATGCTGATAGAAGAGCGACTTTAGCGCC- - - - - - - - - - CTAATCHAAAGE TEATCABCHEATTATARACET B TGRG 77677 TARTAAA- - - - - - ACA- - -TA TGAT - -

g A----AACCACAGGGGCGGGAATCTTAAATATGCTGATAGAAGAGCGACTTTAGCGCC

T----TAAAGEA NG A CBE BT TT7T-BRTcTEERTN THAGHA - - - - - - CCCAGGGGCGGGAATCTTAAATATGCTGATAGAAGAGCGACTTTAGCGCC

--------- N o oY o VY
CCTAGTAAABCA ACPJAAAACCACAGGGGCGGGAATCTTAAATATGCTGATAGAAGAGCGACTTTAGCGCC- - - - - - - - - - TCAAAGTAAATTTAACAAGGGAGGGCAGTCTATCTTTTTCTTTGTTTATGEM- - - - - - Gr------- ABTTGAT - - AlA TEg A
------------------------------- A------G- - CAGGGGCGGGAATCTTAAATATICTGITAGAAGAGCGACTTTAGCGCC e —GAATIT.AIT— —ATA—mAIA-TIAI
-TGTGT ACTTACCTGT-TAIAGIA—CGCGA CACAGGGGCGGGAACTTAAATATGCTGATAGAAGAGCGACTTTAGCcC- - - - - - - - - CCAAAACAAATTTAAIAAGGG- ----------------------------------- GCATAT GG - - AcGTRTRAARATATTAA - - - - -
TTTTGTAABEC ATBTGCCTG- - - - e e ACGIIGEBACAGGGGCGGGAAMCT TAAATATGCTGATAGAAGAGCGACTTTAGCCC - - = = = = = = = = = - = - AGCAAATTTAACAAGGGAGGGCAGTCTATCTTTTTCTTTGTTTATGGHM- - - - - - - - - GAGAT ARTHABTAC

TTTTGTAAAMCA TTTTACCTGT-GAIAGIACCACAAC ----------------------------------------------------------------------------------------------------------------------------------------------------------------

-TTACAAATIGAATAT ABT - - -CAC ABRAT A T
----------------------------------------------------------------------------------------------------------------------------- TAT ABT - - -CcAC ABARA T
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 6587 b P

size: 6587bp; fragments: 1097; full length: 0 (>=5928.3bp)
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.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 6955bp; fragments: 1091; full length: 0 (>=6259.5bp)

divergence to consensus (%)

coverage (bp)
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TE: rnd_5 family 7273
size: 2128bp; fragments: 39; full length: 14 (>=1915.2bp)
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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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consensus before TEtrimmer (bp)
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