Start crop Point End crop Point

MSA length = 914

AT TRBTTAAATRAATTIEG T T AGE TR ABA TG -T- - - - - - - - - - - - TTGCAGTTACTTATTACATCCljcTTGT TTGACGCCACGCTACGCCGCTG-TAAIA
U AC TAT T TAAA - == - == - oo = N TTETACAGG T T - - - = - - = = = = = == = & oo o m e e o e f o e oo oo o e e e oo TTG AGTTAlTTATTACATCCCCTTGTET TGACANG GBcG------ TEATA
cTAClcccclle

-------------------------------------------------------------------------------------------------------------- TTG AGT TATTACATCECCTTGTATTGACGCCACG
---------------------------------------------------------------------------------- TCETETA TCECTTCAAAA- - - - - - - - GCAGTTA TTATTACATCCCCTTGTATTGACGCCAMGCTACGCCGC
CAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTCGCATCCCTTCAAAA - - = = - = = - - - GCAGTTACTTATTACATCCCCTTGTITTGACGCIA CTACGCCGCTG

CAGCGGCGAAGCTTCCATTGATG——GGTGATGCITCGCATCCCTTCAAAA --------------------- TAJTACATCCCCTTGTATTGACGCCACGCTACGCCGTG
TTGCIGTTACTTATTACATCCCITTGTATTIACGCCACGCTACG.GCTG
TTGCAGTTACTTATTACATCCCCTTGT ACJlicACGCTACGCCGCTG
TTGIAGTTACTTATTACATCCCCTTGTITTGACGCCACGCTACGCCGC

TTGCAGTTA.TATTACATCCCCTTGTATTGACGCCACGITACGCCGCTG
TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTACGCCGCT
TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTACGCCGCTG
TTCAGTTACTTATTACATCCCCTTGTATTGACGCjacGCTACGCCGCG
TT!IAGTTACTTATTACATC CCTTGTATTGACGCCACGCTACGCCG

TTGCAGTTACTTATIACAT‘CCTTGTATTGACGCCACGCTACGCCGCTG
CAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTCGCATCCCTTCAAAA - - = - - - = - - - TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCT@CGCCGCTG

AAAABH - - - - - - -
-AAAAART - - - - - TTHT

AIAAA ..................

TTAGA—AIT
TCAAAAAAT
TTAAIAAIT
TCAAA-AAT

AT -TAA
TGA T ARAA
TAA T

................................ AIAIIIT

----------------------------------------------------------------------------- BAG T cECBCBCATCCRTTCAAAA- - -« -« - - - TTGCAGT=--------ACATCCCCTTGTATTGACHCCACGTACGCCGCTG
- - —-AC_T.TTIGG—AAT.AT.GAIT_GT.—ICAGCIGCGAAGCTTCCATTGATGCGGGTGATGCGTCGCATCCCTTCAAAA ---------- TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCAIGCTACGCCGCTG
-------------------------------------------------------------------------------------------------------------- TTGCAGTTATTATTACAJCCCCT-GTATTGACGCCACGCTACGCCGCTG
CAGCGGIGAAGCTTCCATTGATGCGGGTJATGCGTCGCATICCTTCAAAA - - - - - - - - - - TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTACGHCGCTG
CAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTCGCATCCC—TIAAAA ---------- TTGCAGTTACTTATIACATCCCCTTGTITTGACGCCACGCTAC r
-------------------------------------------------------------------------------------------------------------- B GCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTACGYCG
-BcAGCGGCGAAGCTTCCATGATGCGGGTGATGCGTCGCATCCCTTCAAAA- - - - - - - - - - TTGCAGTT-CTTATTACATCCCCTTGTAJTGA

------------------------------------------------------------ TTGCAGTTACTTATTACATCCCCTTGTATTGA

GCCACGCTACHCCGCTG
CRCCACGCTACGCCGCTG

TRCAGCGGCAAGCTTCCATTGATGCGGGTGATGCGTCGCATCCCTTCAAAA - - = = = = = - = - TTGCAGTTECTTATTACAT - -CCTTGTATTG - == === mmmmm e e e m o -
T CAGCGGCIAAGITTCCATTGATGCGGGTGATGCGTCGCATCCCTTCAAAA ---------- TTGCAGTTICTTATTACAT——CCTTGTATTG -------------------
CHCAGCGGCGAAGCTTCJATTGATGCGGGTGATGCGTCGJATCCCTTCAAAA- - - - - - - - - - TTGCAGTTACTTATTA- - - - - - - TTGTATTGACGCCACGCTACGCCGCG
- CAGCGGCIAAGCTTCCATTGATGCGGGTIATGCGTCGCATCCCTTCAAAA ---------- TTGCAGTTACTTATTACATCCICTIGTATTGACGCCACGCTACGCCGCTG

BCAAAA---------- TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCAJGCTACGCCGCTG

-------------------------------------------------------------------------------------------------------------- TTGCAGTTAlTTATTACATCCljlcTTGTATTJAflcccacceTACGCCcTe
------------------------------------------------------------ TTGCAGTTACTTATTACATCCCCTTGIATTGACGCCACGCTACGCCGCTG

------------------------------------------------------------ TTGCAGTTACTTATTACATCCCCTTGATTGACGCCACGCTACGCCGCTG

TAA_AA.C CAGCGGCGAAGCTTCIATTGATGCGGGTGATGCGTCGIATCCCTTCAAAA ---------- TTGCAGTTACTTATTA- - --- - - TTGTATTGACGCCACGCTACGCCGCIG
------------------------------------------------------------------------------- ITGCGTCGCATCCCTTCAAAA——————————TTGCAGITACTTATTACATCCCCTTGTATTGACGCCACGCTACGCCICTG
THeATH----------------- CAGCGGCGAAGCTT.ATTGATGCIGGTGATGCITCGCATCCCTTCAAAA ---------- TTGCAGTTACTTATTACAICCCCTTGTATTGACGCCACGCTACGCCGCTG

A.T-AIAA.T CAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTIGCATCCCTTCAAAA ---------- TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTACGCCGCTG
------------------------------------------------- CAGCGGCGAAGCTTCCATTGATGCGGGTGAIGCGTCGCATC.TTCAAAA— e —TTGCAGTTA.TATTACATICCCTTGTATTGACGCIACGCTACGCCGCTG
-------------------------------------------------------------------------------------------------------------- TTICAGTTACTTATTACATCCCITTGTATTGACGCCACGCTACGICGCTG
------------------------------------------------- CAGCGGCGAAGCTTCATTGATGCGGGTGATGCGTCGCATCCCTTCAAAA- - - - - -~ ---TTGCAGTTACTTATTACATCCCCTTGTATTGjcGeccacceTAlfeccaeTa

CAGCGGCGAAGCTTCCATTGATGCIGIITGATGCGTCGCATCCCTTCAAAA- - - - - - - - - - TTGCAGTTACTTATTACATCCCCTTGTAT
-------------------------------------------------------------------------------------------------------------- TTGCAGTTACTTATTACATCCCCTTGTAT

ACGCIACGCTACGCCICTG
AIGCCACGCTACGCCGCTG

'

IT-T_T.TTIGA—AAT ATREAATT AlAAE T CAGCGGCGAAGCTTCIATTGATGIGGGTGATGCGTCGCATCCCTTCAAAA ---------- TTGCAGTEBACTTATTACATCCCCTTGTATTGACGCCACGCTACGCCGCTG

-------------------- AAA - AAT TETGANRT ARA T AGCGGCIAAGITTCCATIGATGCGGGTGATGIGTCICATCCCTTCAIAA——————————TTGCAG TACTTATTACATCCCCTTGTATTGACGCCACGCTACICCGC

-------------------------------------------------------------------------------------------------------------- TTGCAGTTACTTA TAIATCCCCTTGTATTGACGCIACGCTACGCCGCTG
T CAGCGGCGAAGETTCCATTGATGCGGGTGATGCGTCGCATCICTTCAAAA- - - - - - - - - - TTGCAGTTACTTA!IACATCCCCTTGTATTGACGCCACGCTACGCCGCTG

-------------------------------------------------------------------------------------------------------------- TTHCAGTTACTTATTACATCCCITTGTATTGACGCCACGCTACGCGCTG

--------- CCAAAAATIIRATI- - ---------------JICAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTGCATCCCTTCAAAA----------lITGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTAC
--------- CCAAAAATIRRATI- - - -------------- CAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTIGCATCCCTTCAAAA——————————ITGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTAC
-BCllGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTCGCATCCC - TJAAA - - - - - - - - - - TTGCAGTTACTTATTACATCIJCCTTGTATTGACGCCACGCTACGCCI@TG
- GGCGAAGCTTCCATTGATICGGGTGATGCGTCICATCCCTTCAAAA ---------- TTGCAGTTACTTAITACATC!ICTTGTATTGACGCCACGCIACGCCGCTG
-------------------------------------------------------------------------------------------------------------- TIGCAGT——————————————————————————————————————————————
----------------- AA—AAT.ATIEG-AIAAIT CAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTCGCATCICTTCAAAA— e —TTGCAGTTACTTATTACATCCCCTTITATTGICGICACGCTACGCCGCTG
--------- TAGA---------HG ABGARE - BCAIGGCGAAGCTTCCATTGATGCGGGTGATGCGTJCATCCCTTCAAAA- - - - - - - - - - TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTACGCCGCTG
------------------------------------------------- CAI!GGCGAAGCTTCCATTGATGCGGITGATGCGTCGCAICCCTTCAAAA——————————TTGCAGTTAITTATTACATCCCCTTGTATTGACGCIACGCTACGCCGCTG

TTGCAITTACTTATTACATCCCCTTGTATTGACGCCAiICTACGCCGCTG

TTGCAGTTACTTATTACATCCCCTTGTATTGACGCCAfjGCTACGCClCTG TTTG
--------- TTAAGAAAGEMACH- - - - -------- - - -- ----------TGCAGTTACTTATTACATCCCCTTGTATTGACGCCACGCTACGCCGCTG TTTTTA
----------- TTAGG- AAT TAA oo - -TTGCAGTTECTTATTACATCCCCTT@TATTGACGCCACGCTACGRCGCTG e
------------------ TTAGG - AAT CAGCGGCGAAGCTTCCATTGATGCGGGTGATGCGTCGCATCCC- - -=------------TTGCAGTTACTTATTACATCCCCTTGTATTGAGCCACGCTCGCCGCTG oo
CRACGEE T T T AT A - AB T RA T - - - - - - - - - - o e - s s s e el TTGCAGTTACTTATTACATCCCTTGTATTGACGCCACGCTACGCCGCTG T-TTTARERTEG G AAGT TETETCTETG ' EAACEG
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1.bed_fm_1.bed_0_0_n.bed_g_1.bed fm_2.bed 0 0 bcin.fa_aln.fa_ After TEtrimmer 914 bp
size: 914bp; fragments: 2343; full length: 2 (>=822.6bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 1227bp; fragments: 2215; full length: 0 (>=1104.3bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)
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TE: rnd_5 family 808

size: 399bp; fragments: 1053; full length: 20 (>=359.1bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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