Start crop Point End crop Point

1 MSA length = 5901
TATTTTAATCGTCATGGCTAGTCAAGTTCTAATTAGAAAACGTGGCGGTTTAAAATCATCT T T - -mcmnn-- AAITATCGAAIAATATA-GGTITIATT-TTTITITIAG.TIAAATA-T—AA.AATATA-AA-TT_T-AIT.T—
TATTTTAATCGTCATGGCTAGTCAAGTTCTAATTAGAAAACGTGGCGG T T TAAAAT CAT CT T T = = = = 5 5 o m o oo e o e e e e e d e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e =
TATTTTAATCGTCATGGCTAGTCAAGTTCTAATTAGAAAACGTGGCGG T T TAAAAT CAT CT T T = - = = = = o o o o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o

AT T AR T TG - - - - e e AABBATTAAABBAAAAABBAATTTTRATT - - - - TTAT
TATTTTAATCGTCATGICTAGTCAAGTTCTAATTAGAAAACGTGGCGGTTTAAAATCATCTTT ---------- AAEITTATAhTAAAIAATTITAATTIATTITATITATAIATIATATA LATAA. ‘ IAIT—AITITI
TATTTTAATCGTCATGGCTAGTCAAGTTCTAATTAGAAAACGTGGCGGT TTAAAATCATCT T T - - = = = = = = mm e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e - ATIA ATT T ARTEECT
CATCAAARAAAATABAGGTTTAATTERATTTTATIITAAGIATIAAA T THRME TAAAR - - - - - - - - - - - o e e o e e i e e e e e e e e e e e e e o
CATCAAARAAAATARBAGGTTTAATTEATTTTATITAAGEATIAAAT THRMB TAAA - - - - - = & & e e e e e e e e e e e e e e e e e e e e e e e o
TATTRTABAR T TG ARG T TTAAT T T T TA TIEA TABAT AA- - - AA

CATCAAARAAAATARBAGGTTTAATTEBATTTTATERTAAGEAT AATA- - -
CATCG AAA GGTTTAATTHEAT - - TAERTAAGHS T AATAAAA

GTTGTCGCGTAGGTAATTTGCTAGAA
GTTGTCGCGTAGGTAATTTGCTAGAA
GTTGTCGCGTAGGTAATTTGCTAGAA
GTTT----=--mmanm-- TTERCTARAA
ATTTTAABGTTGTCGCGTAGGTAATTTGCTAGAA
ATTTTAABGTTGTCGCGTAGGTAATTTGCTAGAA
TTTTBABACCGTGARTBARGCET T TTCETTCAARBATE TAAT TGT T - - - o m e e AA
--------------------------------- GAA
TIA"AAIATTT GallG ArTTGIE. EIGIA L 1 7
cliA AA GCC“A GCTGTRTGCRTGAABBGE TR T A T TAAC - - - - - c e

---------------------------------- TATTTTAATCGTCATGGCTAGTCAAGTTCTAATTAGAAAACGTGGCGGTTTAAAATCATCTT T === ===« - -

ATTTTAA
ATTTTAA
ATTTTAA
ATITTA

O O 4 0O O O




[ p—

Start crop Point End crop Point

|
%H=HFIIIIII[IHIHIIIIIIIIIIIIIIIIIZIIIIIIIIIIIlllilIIIIIII]IIIIIIIIIIIIIﬂ[lllllilllllﬁlllllll[ﬂlll]ﬂlllllllllll][lI-Iltlllll A T 3 W 10 o

—_——
E'—

i

1000 2000 3000 4000 5000 6000

1

2 - AR M 1|

i IIIIEIIIEIII“HIIIIIIIIIIIIIIIII|I1IIIIII|'llIIIIIIIIIIfIIIIIIIIITIIIIIII'IIIIIIIfIIIIIIIIIIIIIIIIIIIIJIII[IIIIIIlllll1I1IIIIIIlIIIIIIIHIImlﬂIIIIIIIIIIIIIII-IIIIIIII'IIIIIIIIIIIIIIIII|-II||fIII'I1IIIIIII]IIII1IIIII|IHI%I{=I|H%IilmlllllﬂﬂlllﬁlllII.IIIIII I
S | e Iy s N e e s S N 7 T e e TN e e E T s o T e i I I

& L D0 L O T T O E e Y Tt R R B T I e e s T T EyF©N

7 A0 WO O

g-IHIIIII I AN T

ﬂ :

1 -

o



] uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se
size: 5901bp; fragments: 76; full length: 0 (>=5310.9bp)
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130 fasta.b.bed ufbed g Lbed fm Lbed 0 0 belnfa an.fa cl After TEtrimmer Extended plot Blue lines are boundaries

size: 6368bp; fragments: 67; full length: 0 (>=5731.2bp)
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TE: Itr_1 family 139

size: 264bp; fragments: 52; full length: 10 (>=237.6bp)
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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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