Start crop Point End crop Point

1 MSA length = 6650 1
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCITAAGCAATIGCCATCTGGATTATGTGTTATCTGTG

—————————————————————————————————————— ITAA TATTT------ —IA—AATAT— - - —AAI— - TAACACAGATAACACATAATCCAGATGG----------AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
- —ATITTA— ---8--AAC TAIA— —AG—TTTI— - - —ITATAAA ATTT-A------=------ T--------- TAACACAGATAACAIATAATCCAGATGG —————————— AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
AA---TCATATAABEAA -BTAAA - —AG—TTTTCTTAATITAGATATTITATATTTAA—AATA—AATA-ATTAACACAGATAACACATAATCCAGATGG —————————— AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG

-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
TEATTBr - AAATETT------ ATAAATITTTTATATTTAA-AATATAAA- - T- - TABICACAGATAACACATAATCCAGATGG - - = - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATJGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
ABATTTTATITAATTAARARAAARTAARTTTR- - - - - TAJAAATRTTTTATATTAAAATETAAT]- - TATTAACACAGATAACACATAATCCAGATGG- - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

BAATTRCATRTAATT - - TATAABTTAAATTT- - TA-TATJABTATTTTATATTTA- AARATIATAAAT - - TBACACAGATAACACATAATCCAGATGG - = - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

----- TTTTATEA- - AAJJATAAA - - AGATTTTCTTAIETAGHTATTT - AR- TTAAABARA TAIBAATATTIACACAGATAACACATAATCCAGATGG- - - - - - - - - -AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATJGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATJGCCATCTGGATTATGTGTTATCTGTG
--------------------------------------------------- BrrTEAAATARATEA - ATTAACACAGATAACACATAATCCAGATGG- - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG

ARATRT T TTRTAARTIIATATAAA - -AA-TTTTCTTA-TATA- —TATTTTATATTI!AAAATACAATAAATAT— - - -ACAGATAACACATAATCCAGATGG------=--- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
--------------------------------------------------------------------------------------------------- G----------AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
AAATTTCATATAATTAATETAAATTAAAT TEEIAC TR TBCATRTTT- TART TAAAARTA-AATA- -T- - TACACAGATAACACATAATCCAGATGG- - - - - - - - - - AAACATGCTGJJTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG

- -ARTTTA- - - -ABTABTATEBAA- -AAATTTTC- - -GTATAAATATRTT -« - -« -- AARRTAR- - - - - - TAJJTAACACAGATAACACATAATCCAGATGG- - - = - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

----- TCA--«---cceee o AGRTTET - - - -ATATHGATARTET--------ABETACAAT - - - - - - TAACACAGATAACAATAATCCAGATGG- - - - - - - - - -AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG IA.A.AGAA
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG ARAT G AAAA
WAATTTTT-c e e - ATERA - - AL TEEET - - - AB- - - - - Ll R e AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG “AA--TTA G
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG S -T-TT

ARATRT T TTRTAARTIIATATAAA - -AA-TTTTCTTA-TATA- - TATTTTATATTJAAAAATACAATAAATTIAJACAGATAACACATAATCCAGATGG - - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATTGGATTATGTGTTATCTGTG TAA---TA
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCJTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG TEB-TTTA
------------------------------------- TAT---------ATATTTAA-ABJJAT - ATAABTATTAACACAGATAACACATAATCCAGATGG- - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTTTATCTGTG

AAAIEITATAIAAIT— - -ATAAA- -AGATRTT- - - - - TIEAAAIATTTIATATTTAA—AATACAATA ----- TAACACAGATAACAIATAATCCAGATGG ---------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG

--ATlTcA----A- - - - ABAAA - -AAA- - - - - T--ATARAAA - - - - - oo AAAATAT - - - - - - BE T TAACACAGATAACARATAATCCAGATGG - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------- AATTETCTTAATATAAA- - - - - - - - ATT|JEAABTATEBTAAATATTAACACAGATAACACATAATCCAGATGG - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTJTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTTG
AAATTTTTRATRGTT - - - ABAAAGTAAATTHRT - - - - - B B GETEl T - AlTAAAAATACAATIAATATAACACAGATAACAJATAATCCAGATGG - - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

AATTITA.T.TTIATATAAITTAAiITTTC —IAATAIAAATATTTTATITITAAIAATITAATAAIT - -TAACACAGATAACACATAATCCAGATGG- - - -~~~ - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
ABATTTTA- - - - - TToemmmmmm - - AAGTTTE- - - - - TATAAATAT - - -A--mmmmmmm = - AT ---mmm - TAJJCACAGATAACACATAATCCAGATGG - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
--@rTTHA- - - - ATTAAT- - - - - TTAA- - - - - CTTH- - ABAAA------- TATTJAAAAATAT - - - -ATATTAACACAGATAACACATAATCCAGARGG- - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
----------------------------------------------------------- WTAC------T--TAACACAGATAACACATAATCCAGATGG=- ---------AAACATGCTGTTCCGTAAGCAATJGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
N AG-TTRTCE---TAT--------- - AATHE- - - - - - - BB TAACACAGATAACACATAATCCAGATGG- - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
AABTTTCATABAATTAR- - - - AGBIBBG - - - - - CITI—TATAA—TATTTTATATTTAAAAATITAATAAATAT— -ACACAGATAACACATAATCCAGATGG-------~- - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTJCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
AAATTTTT----A- —IATATAAATTAAATTTT— - - —A.TAAITATIT— —TATTTIAAIATAT—ATA— I —IA.AC.AIAACACITAIT.AGAT. ---------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATJGCCATCTGGATTATGTGTTATCTGTG A
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG A
AAATTTTETATAATTAATBTAAATTAG- - TTTCTTA-TATA- - -ABTTTA------ @-G7@~-AABAAAT-T- - ACACAGATAACACATAATCCAGATGG- - = - = -« - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG A
-------------------------------------------------------------------------- ACACAGATAACACATAATCCAGATGG----------AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG A
AAABTTTA- - - -ATTAATATIEETAA - TTTTCTAATATAAATATTT - AJJATETBABAA TR TRATAB TATTAACACAGATAACACATAATCCAGATGG - - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG TABRGA
AAATTTCETAT - ATBABCATAAATTAAATTTTIRETA - BARAGETARl T TA-ATTTAA-JA - - - - AJJAAAATTIACACAGATAACACATAATCCAGATGG - - - - - - - - - - WAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG TRETTTTA--A
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG A
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG “AA--TTA

AIATTTTTIAIAATIAATATAIATTAAA-T ----- TATA - —TITTT— —TAITTAAAAITATAAIAIATATTAACACAGATAACACATAATCCAGATGG ---------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
; —ATTTTI— N AA-TTTT - —TA—TAIAG ---------- TTT.AAATATAA— - - -TAT--ACACAGATAACACATAATCCAGATGG - - = = = = = = = - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG AAAART

-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

BAATTTTATATAARTAATATIAATIRAAARTTT -BTAATABAGATARET - ARG T~ A AABIA TAAAATATTAACACAGATAACACATAATCCAGATGG - = - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
--BTTTCATARE- - - ABCATGARTEAA - - - - - CTEAGEAT- - - TARTTTATETTTAAAAARA - AATAAATATTAACACAGATAACACATAATCCAGATGG - - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------- BCACAGATAACACATAATCCAGATGG- - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
----- TCAPATAR- - - - - ABAAA- - AAATTTTCR- -GTATAA- - - - - - ABABTTAAAATATAATA- - T- - TIJACACAGATAACACATAATCCAGATGG- - - - - - - - - -AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
GrABTTTTATATAATTAATETEEA - - AA-BTTRCTTEATABBCATATRTTA- - - - oo - - T----WAT----- CACAGATAACACATAATCCAGATGG--=---=----- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATATGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
- -ATTTATATARTTAATATAAATTARABTTC- TAATATAAATARTHT - TATETAAEE TATAATAAAT|T TIIACACAGATAACACATAATCCAGATGG - - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
AAATTTTETA- - - - TAACRTIRGATTAA-TTTTCTTE-TATE- - TABTET - TATTTAA-AATH - AABAATAT - - ACACAGATAACACATAATCCAGATGG - - = - = - = - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG

-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-AATTTTATARAATT - - - ATARATTAAATTTTCTTAATIRTIRARTATRT - - -ATTTAAAAAATEAT- -[JATTAACACAGATAACACATAATCCAGATGG- - - - - - - - - - AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTG
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTGHT
-------------------------------------------------------------------------------------------------------------- AAACATGCTGTTCCGTAAGCAATGGCCATCTGGATTATGTGTTATCTGTGHT
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1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_

divergence to consensus (%)

15 20 25

10

Wil
f
i

size: 6650bp; fragments: 58092; full length: 0 (>=5985hbp)

L

Tmuuumn |
|

-

i

%

i
A

I I I I I I
0 1000 2000 3000 4000 5000 6000
TE consensus (bp)

coverage (bp)

10000 15000 20000

5000

After TEtrimmer 6650 bp

U

I I I I I
1000 2000 3000 4000 5000
TE consensus genomic coverage plot (bp)

I
6000

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

- -
g
<=

No TE domain detected

] N

N

N /4
i NN N

AN
N
AN
/ / )
_ X s
/.

0 10'00 20'00 30'00 40'00 50'00 60|00

TE consensus self dotplot (bp)

I I I I I I
1000 2000 3000 4000 5000 6000
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: 6948bp; fragments: 55912; full length: 0 (>=6253.2bp)
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TE: d 1 family 615 Before TEtrimmer 1312 bp

size: 1312bp; fragments: 3466; full length: 167 (>=1180.8bp)
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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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