Start crop Point End crop Point

1 MSA length = 5172

- ABAAAAA - - T AGTAR - - - AT T A BB T - - - - - - - - - - TTAAATAAAAGTTGTTAGAACACCJcCATTTCAATACGACCCACCAACAAAATTTATATRTIITT TTAATTTA-AAAAATATAAAATAARTGTATTTT
ATGGAAGABTACHTTACGTARTIN T TRABRE ABMAATATA TGTGGClCCCACGCCATTGCCGCCTCCAACGATATCAGGCCCGGAGGTTCm = = = = = = = = = = & & m m & o m e o o e m e o m f e f o @ e m e o m m e @ o ot f e o et e f bt f o et e o fm e m e e e e e e e e e e e e
ATGGAAGA TACITTACGTAIT TTRARBEAMAATATA TGTGGCICCCACGCCATTGCCGCCTCCAACGATATCAGGCCCGGAGGTTC --------------------------------------------------------------------------------------------------------------
- - -GABARA- - - TTTGEG- - - ABT T TBA AA- - - - TGTGGCGCCJACGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTCH - - - - - - - - - TTAAATAAAAGTTGT TBIGAACACGCGCCCATTTCAATACGACCCG-CATCAAAAT T - - TATT T TTT T TTAG - = - - = - s s m e mmm o e e e e e e e e e e o

TTAAATAAAAGTTGTTIGAACACGCGCCCATTTCAATACGACCCG—CATCAAAATT——TATTTTTTTTTAGITTIG——AATIGTAAA ----- ATARTTR

TTAAATAAAAGTTGTTAGAACACGCGCCCATTTCAATACAAMCCGTCATIAA- - - -------- BT TRATTTAGAAREAT - TRAAATAARAAGTRT -

TTAAATAAAAGTTGTTAGAACACGCGCCJATTTCAATACGAC- - - - CBTCAAAATTCARATTTTTTTTT- - - - - - - AAAATTRR- - - - - - - AATATATTTT

TTAAATAAAAGTTGTTAGAACACGCGCCCATTTCAARJACGACCCGTCATCAAA- - - - - - - oo oot THATTTA- - -AAAT-[JaA-ATAAATAAATTT
Y .73 Y = Y |
- - - -AAAAA---TTTACGTA AA- - - - - TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGT T Cm = = = = = = = = = m m e m e @ o e e e e m ot f ot e e e i e o e m e e o e meeoemeaaemam o ABARTTCATATTBT TTTTBAA- - TTG- -AATT -« ------ TAAA--TT
- - - -AAAAA - - - TTTAEA AATATA- - - - - - TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTCm = = = = = = = = = = & @& mm @ m ot o ot m m e f o m f e m o e m e o m m e oot e m e o e f e o o e m o f et et f ot e m o i e o e f i m o e e o mm e o e e eeaoaoo
- —GAAIGIATAITGTAEG AARAT TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGBCCGGAGGT T = - = - = - = - s - s - s s e et e f Lo B
- - - -AAAAA- - -TGCACG-=--=- - - - AATA- - A TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC-=--=-=--- TTAAATAAAAGTTGTTAGAACACGCGCCCATTTCAATACGACCCGTCATCAAARTI-ATATTTTRTTTTAGTTTAGAAAATTATAAA- - - - ATGTAJJTTT
- - - -AAAAA- - -TGCACG-=--=- - - - AATA- - A TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTCm = = = = = = = = = = & @ & @ m @ m m e o o e m e o m ot m ot m e o m m e oot e m o e m et o e m o m m e o fm e m o i e o e oo m o e e i oi e o e e oo
------------------- TT ----A TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTCm = = = = = = = = = = =@ & @ s @ m o e o o e m e f o m f e f oot m e o m m e oot e m e o e f e o f e f o m f e o ff e m o f i e m e oo m e m oo e e e e eaaoaooo
------------------- TT ----A TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC- - - - - - - - - - TTAAATAAAAGTTGTTAGAACACGCGCCCATTTCAATACGACCCGTlTCAAAATT - - TATTT- - TTTTAATTTAG- - AATTATAAA- - - - - TGTGTTTT
AAGAAAAIAT—CTTTGCGTG TT AAT - TAA TGTGGCGTICAAGCCATTGCCGCCTCCAACGATATCAGGCCCGIAGGTTC ---------- TTAAATAAAAGTTGTTAGAACACGCGCCCATTTCAATACGACCCGTCATCAAARTT-GTRTTTTTTTTAATTTTG- - -« v v e e - TATGTTTH
AAGAAAARAT-CTTTGCGTG TT AAT - TAA TGTGGCGTHCAAGCCATTGCCGCCTCCAACGATATCAGGCCCGRMAGGT T C m = = = = = & = = & o ot o o e o ot e f o e m e e m e m o et e o fm et o ot o e o et e e b e f e o et et m ot e m o i e m e f e o e e e e e eeaoaooo
-------------------------------------------------------------------------------------------------------------- TTAAATAAAAGTTGTTAGAACACGCGCCCATTTTAATACGACCHGTCATCJAA- - - TATATTT- - - - - - AATTTAGAAAATTA- - - - ATAAJATAT - - -
AAGAAAAAATA TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC-=--=-=--- TTAAATAAAAGTTGTTAGAACACGCGCCCATTTCAATACGACCCGTCATCAAAATTTARET- - - - - B aaTfcarAanAATTA- - - —ITA#AIATTTT

AAGAAAAAATA TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC
--------------------------------------------- TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC
--------------------------------------------- TGTGGCGTCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC
------------------- TGTGGCGCCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC
------------------- TGTGGCGCCCAAGCCATTGCCGCCTCCAACGGTATCAGGCCCGGAGGTTC- - - - - - - - - - TTAAATAAAAGTTGTTAGAAJJaCcGCGCcCcATTTCAATACGACCCGTETABAA
------------------------------------------------------------------------------- TTAAATAAAAGTTGTT -GAACACGCGCCCATTTTAATACAACCCACCAACAAAA

--TAGHET--TTE-BATEBTAA- - AATHATAARG- - - - - BAT--T7-

I!TATATTT ------ N I B I I C TIT




Wﬂ M{IIIHIIUIH ||||| “”||E ||||||||||| H\I!II\I\HHIII\IHIIIIII\ IIIH\\I\II“I\I\III“II\I \Il\H“WlWI\I ||”‘I\H||H|

HU D
X | i
g i
o s AR R IR

| I
{il A 1 8] RAACE Ill'

T \I|I|I\II \W\IHN\IIIui?Eiiiiiiiiiiii1iiiﬁii"iiiiiiiiiii\iiiuiii'%?ﬁi’iﬁww

WII\IIIII|\I|\|I\IHIIH\I\I\III“IIII\II\I\II“HI i

i
il
|||||||||




i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 5172 bp

size: 5172bp; fragments: 174; full length: 6 (>=4654.8bp)
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size: 5496bp; fragments: 171; full length: 4 (>=4946.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)
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TE: Itr_1 family 145
size: 284bp; fragments: 69; full length: 47 (>=255.6bp)
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Before TEtrimmer 284 bp
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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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'nsus before TEtrimmer (bp)
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