Start crop Point End crop Point

1 MSA length = 903 1

ATT TR TAAAJIBC ATATACCGGTTAGCCAAAAGTCTGGACICGGCTAAATATCTCABAGACCG- - - - - - - - - - CGGTCTTTGAGATATTTGCcGGTCCAGACTTTTGGCTAACCGGTARA
ATE- - - - TABBAGT CGGTCTTTGAGATATTTAGCCGGGTCCAGACTTTGGCTAACCCGGTATA

ATT----TAAAATT
AG

ATTA CIT

A.AITTT
AT -AATT
Grr---7T

CGGTITTTG
CGGTCTTTG

T-TTGATAAA- - -

TATTTAGCCGG TCIAGICTTTTGGCTAACCCGGTATA
TATTTAGCCGGETCCAGACTTTTGGCTAACCCGGTATA

A——IACCGGGTTAGICAAAAGTC A CCGGCTIAATATCTCAAAGACCG

ATE---TT AR-TTAG-BAAATT ATATACCGGGTTAGCCAAAAGTCTGGJCCCJGCTAAATATCTCAAAGACCG- - - - - - - - - - CGGTCTTTJAGATATTTAGCCGGGTCCAGACTTTTGGCTAACCHGTATA
ATT---cmemen- T-TTAABAAATT ATACHIGGGTTAGCCAAAAGTCTGGACCGGCTAAATATCTCAAAGACCG- - - - - - - - - - CGGTCTTTGAGATAJTTAGCCGGGTCCAGACTTTJGGCTAACICGGTATA
AGR---TTEEEGA - - - - - - - - - AR -GRAG TAAAAT T TGETGTAA - - - - - = = & = o o = oo e o e o e o e e e e oo CGGTCTTTGAGHTATTTAGCCGGTCCAGAJTTTTGGCTAACCCGGTATA
ATTAATTT A--l-AABBBAATT T--TACCGGTTAGCCAAAAGTCJGGACCClGCTAAATTCTCAAAGACCG- - - - - - - - - - CllcTcTTTGAGATATTTARCCGGTCCAGACTTTTGGCIABCCCGGTAT -
ATE---TT AT-TTAATAAAA---T TATACCGGGTTAGCCAAAAGTCTGGACCCGGTAAATATCTCAAAAACCG- - - - - - - - - - CGGTTTTGAGATATTTAICCGGGTCCAGACTTTTGGEJIAACCCGGTATA
ATT---TT AT - - - ABTAABT TC T TBETAR - - - - - - - - - - - - - - oo CGGTCTTGAGATATTTAGCIGGGTCCAGACTTTTGGCTAAJCCGGTATA
e T---TT --cA-BanAlcC--------- TATA-CGGGTTAGCCAAJAlTCTGGACCCGGCTAAATATCTCAAAACCG- - - - - - - - - - CGGTCTTTMAGATATTTAGCEGGHETCRAGACT GIOMBET - - - - - - - - - - - -
ACGTRAABAAAATT TTRTACCGGGTTAGCAAAAG cTGGACCBGGCTAAATATCcAAAGACCY---------- IGGTITT ------------------------------------------
AT - TTGATAAAATC A o s e e e e e e e e e e e eeeeooooooo-

GGTCTTTGAGATATTTAGCCGGGTCHAGAC TTTGGCIAICCCIGTATA
AT-TTGATAAAATT -

------------------------------------------------------------ CGGTTTTGAGATATTTAGCCGGTC 0 I I T
AT-TTAGTAAAAT TTIATATGA - - - - - - - - = - - - o - s oo oot ool CGGTCTTT AGATATTTAGICG!ITCCAGACTTTTGGCTAACCCGGTATA

AT -TTAATEBAAATT ATATACCJGGTTAGCCJAAAGTCTGGACCGGCTAAATATCTCAAAGACCG - - = - - - - - - - CGGTCTTTAG - = - = - = o s oo o oo oo e e e e e e
ATT - -AATIHAAGT TORMBATABA T - - - - - - - - - - - - oo oo CBGTCTBTGARAT - - - TRGCCOOMT - - - - - - - e e
TTTABHAAA - - - ABATACCGRGTTAGCCAAAAGTCTGGACCCIGCTAABTATITCAAAAARBIIN - - - - - - - - - - - - o e e e
------------------------------------------------------------ cGGTCTTTGAGATAT|AGCCGGGTCCAGACTTTTGCTjaCccCcGGTATA
------------------------------------------------------------ CGGTCTTTGAGATA#AGICGGIT o L
----------------------------------------------------------------- TTTGAGATATTTAGCCGGGTClAGACTTTTGGCTAACCCGGTATA

AT-TTARTRAAATT
AT-TAA - ABAATT

ATE- - - - TAARAT THIBTGTGEGEE - - - - - - - - - - - - - - - - - - oo oo oo CGGTHTTTARATATTTAGCCGGTCRAGACTTTT|GCJAACCCGGTATA
N CIBTCTTTGARABAT TTA- - - c e
ABT-- - - TAAA- TR A - - - - - - - o oo CGGTTTTRAGATATTTAGCCIGTCAGACTTTTGGCAACCCGGTATA
N i R . e GTCTTTRARATATTTAJCCGG|TCCAGARTTTTGGCAACCCGGTATA

GETCTTTGAGATATTTAGCCG GTCCAGACTTTTGGCTAACCCGITATA

GGTITTTGAGATATTTIGCCGGGT AIACTTTT- ------------
GGTCTTTIAGATATTTAGCCIGGTI!AGA——ITTGGC AACCCGGT - - -
GTCTTTGAGATATTTAGCCGGGTCCAGACTTTTcCTAACCCGGTARA

I!GCTAACICGGTATA

AA- -BTHEE T - - - AcBcceTTAGCCAAAANCTGGACCCHcTAAATATCTIAAAGACEG - - - - - - - - - - GGTCTTTGAGATATTTAGCCGGGTCCAGACTTT

AATCATGATACAD - - - - - - - -« C o o o o e e e iiao oo Com m e m e e e e e e e e e e e e e e e i de e e
------------- ATATACCGGGTTAGCCAAAA TCTGGACCCGGCTAAATATCTCAAAGACCI——————————CGGTCTTTGAIATATTTA CCGGGTCCAGACTTTTGGCTAACCCGGTATA
ATATACCGGITTAGCCAAAAG CTGGACCCGGCTAAATATITCAAAGACCG ---------- -TCTTTGAGATATTTAG CG.TCCAGAITTTTGGCTAACCCGGTATA

TTATACCGGGTIAGCCAAAAGTCTGIAC—CGGCTIAATATCTCAIAGACCG

--------------------------------------------------------------------- CGGTCTTrAGATAITTA ITTTTG
G

CCGGGTCCAGA
TATACCGGGTTAGCCAAAAG—CTGGAICCIGCTAAATATCTIAAAGAICI ---------- GGTCTT AGATATTTALCGGIT.AGA TTTIG
CCGGGTTAICCAAAAGTCTGGACCCGGCTAAAT.CTCAAAGACCG ---------- GITCTTTGAGATATTTAGCCI ----------------------------
GGTCTTTGAGATATTTAGCCGGGTICAGACTTTTGICTAACICGGTATA
AT---TTTHRRABIA - - - - - - - - - - - oo oo oo oo oo oo o - - -TATACCGGGTTAGCCAAAAGTCTGGAMCClGCTAAATATCTBAAAGARCH- - - --- - - - - GGTCTTBGAGATATTTB -« -« - c o m o e
A.— - - GITCTTTGAGATATTTAGCCGGGTCCAGACTTTTGGITAAC
ATTAATTT

CIGTC. ...........................................

------------------------------------------------------------ CGGICTTTGAGATATTTAGCCGGGTCCAGACTTTTGICTAA CCGGTATA
CGGTCTTTGAGATATTTAGCCGGGTCCAGACITTTGGCTA G.TA

ATITACCIGGTTAGCCAAAAGTCTGGACCCGGCTAAATATCTCAAAGACCG ---------- CGGTCTTTGAGATATTTAGCCGIGTCCAGACTTTTGGCTAACCCGGT --------------------------------------------
ATATACCGGGTTAGCCIAAAGTCTGGACCCGGCTAAATATCTCAAAGAI ------------ CIGTCTTTGAGATATTTAGCCGGGTCCAGACTTITGGCTAACCCGGTATA
ATATACCGGGTTrCCAAAAGTCTGGACCCGGITAAATATCTCAAAAACCG ---------- CGGTITTTGAGATATTTAICCGGGTCCAGACTTTTGGCTAACCCGGTATA

ATATACCGGGIT GCCAAAAGTCTGGAICCGG TAAATATCTCAAAGACIG ---------- CGGTCTTTGAGAIATTTAGC GGGTCCIGACTTTTGGCTAACC cGTANA
ATATACCGIGTTAGCCIAAAGTCTGGACCCGGCTAAATATCTCAAAGACCG ---------- CIGTCTTTIAGATATTTAG GGGTCCAG.TTTTGGCTAACCC GTHTA l
ATITACCGGGTTAICCAAAAITCTGGACCCGGCTAAATATCTCAAAGACIG ---------- CGGTCTTTGAGATATTTAGCCGGGICCAGACTTTTGGCTAACCC GTATA

-------------------------------------------------------------------------------------------------------------- CGGTCTTTGAGATATTTAGCCGGGTCCAGACTTTTGGCTAACCCHGTAT -
-------------------------------------------------------------------------------------------------------------- fcoTcTTTGARATATTTAGCC GG TCCAGACTTTT|GCTAACCGGTATA
----------------- TTTITT———————————————————————————————————————————————————————————————————————————————————————CGGTCTTTGAGATATTTAGCCGGGT.AGACTTTTGGCTAICCCGITAT

ATTA- - TTIRARA T 77
ITT— ; —IT '\ AT ------ AIAATT— ; - ; —TATACCGIGTTAGCCIAAAGTCTGGACCCGGCTAAITATCTCAAAGACCG ---------- IGGTCTTTGAGATATTTAGCCGGITCCAGACTTTTGGCTAACCCIGTAT

CGGTITTTGAIATATTTAGCIG—GTCCAGACTTTTGGCTAAICCGGTATA
CGGTCTTTGAGATATTTAGCCGGGTCCAGACITTT.CTAACCCGGTATA

AT -TTGATAAAATTIR T A - - - - - - - - - - - - - - - o oo e e e CGGTCTTTGAGA- - - TTAGCCGGGTCCAGACTTTTGGCTAACCHGGTATA

To--AA- - - - T RTABTAG - - - - - - - - - - - - - ool CGGTCTTTGAGATATTTAGCCGGGTCCAGACTTTTGGCTAACCCGGTATA

TT AB----- TAFAATTRBTTECGGA - - - - - = = = = = = = = o oo oo oo e e e e oo oo oo MCGTHTTTGAGATATTTRGCCGGGTRRABACT TT TR - - - - - - - - - - - -
C AT--- - - AAATC

TT ATTETAATATART TIBTTTTTTA TATECCGCHTTAGICAAAAGTCTGGACCCGGCTAAATAT CTHAAAAACC- - - - - - - - - e e e e

-------------------------------------------------------------------------------------------------------------- CGGTCTTTGAGATATTTAGCCGGGTCCAGACTTTTGGCTAACCCGGATA e e
----------------------------------------------------------------------------- CGGTCTTTGAGATATTJAGCCGGGTCCAGACTTTTGGCTAACCCGTATA ol
BRI = R = 15 5117 IGITCTTTGAIATATT!IGCCGGITCCAGACTTITIGCTAACICGGTATA
TTTHETT ATT----TAAA---- - - - ATATACCGGGTTAGCCAAAAGTCTGGACCCGICTAAATATCTAAAGACCG- - - - - - -- - - CGGTCTTTGAGATATTTAGcfccTccacacTTTTGGCTjaCCCGGTA
--------------------------------------------- ATATACGGGTTAGCCAAAATCTGGACCCGGCTAAATATCTCAAAAACCG- - - - - - - - - -CGGTCTTTGEATATTTAGCCG|cTccAaGACTTTTGGCaACCCGGl- - - - - - - - - - - - e
CGGICITT AGATATTTAGCC GGTCCAGACTTTTGGCTAACCIGGTAT.T_A

AAAAIT - - IGGTCTTTGAGATATTIAGCCGGIT-GACTTTTGICTAACCC ----------------------------------------------

Tg- - AATAAA- - CGiFﬁTTTGAIATATTTAGCCGGGT --------------------------------
THTTTGAGATATTTAGCCGGGECCAGACTTTTGGCTAACCCGGTATARTE- - - - - -

CGGTCTTTGAGA-TTAGCliGGTCCAGACTTTTGGITAACICGGTATA ------
CGGTCTTT-AGATATTTAGCCHGGTJCAGACTTTTGGCTAACCCGGTATA
BeWrCcTTTHAGATATTBAGCCGGGTCCAGACTTTTGGCTAABCHBGTATART - - - -« -« - - o - -
CGGTHTTTGAGATATTTAGCCGGGTCCAGACTTTTGGCTAACC - = = = = = = = = = mm e e e e e e e e e e e e e o -
CGIT!ITTGAGATATTTAGCCGGGTCCAGACTTTTGGCTAA CCGGTATAIT_A
CGGTCTTTGAGATATTTAGCCIGGTCCAGACTTTIGG.AAICCGGIAT ---------- A
CGGTCTTTGAGATATTTAGCCGGGTCCAGA-[JTTTGGCTAACCCGGTATA
CGGTCTTTGAGJATTTAGCCGGGTCCAGACTTTTGGTAACCCGG
CGGTCTTT A#ATTTAGCCGGGTCCAGACTTTTGGCTAACCCGGTATA -------------------
CGGTCTTT AGATATTIAGCCGG
CGITCTTT AGATATTTAGCIGG

CCAGACTTTTGGCIAACCCGGTATA T
TCCAGACTTTTGGCTAACCCGGTATART
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size: 903bp; fragments: 404; full length: O (_>:812.7bp)
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d ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0.0 I After TEtrimmer Extended plot Blue lines are boundaries
size: 1296bp; fragments: 230; full length: 0 (>=1166.4bp)
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TE: rnd_5 family 2896

size: 646bp; fragments: 298; full length: 10 (>=581.4bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF1

ORF2

0 200 400 600 800



Before TEtrimmer ORF and PFAM domain plot

ORF1

ORF3

ORF2

Bl ORFs
B PFAM domains

100

200

300

400

500

600




[E consensus before TEtrimmer (bp)

Dotplot

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