Start crop Point End crop Point

1 MSA length = 675 1

TAAGGCCGGTATCCATTTGTTGCAAATCGACGIATCGTATCATCGTTGCG ---------- TGATAC- = = == = = = = - GATACGTACATAGCAACAAATGGATACCCGGCTT
AAGGCCIGTATCCATTTGITGCAAATCGACGTATCGTA.ATCGTTGCG ---------- TGATAIGAAITTGATAIATACGTAIATAGCA.AAATGGA ----------

------------------------------------------------------------ TGATAC - = = = = = = = m o m o m e e eeeoo -
------------------------------- TAAGGCCGEMATCCATTTGTTGCAAATCGACGTATCGTABCBTIRGTTGCG- - - - - - - - - - TGATACGAGHMTTAATAGATACGTECHTAGBAACAAATGG - = - = - - - - - - -
ABAATAGETABA - AR TAARTT AAGGIRCGGTATCCETTTTTGCAAATCACGTATCGTATCATCGTTGCG - - = = = - = - =« s - s - s o s m s sttt
ABAARARTRARA - ARTAATTT TAAGGCCGGTATCIATTTGTTGCAAATCGACTAJcGTATCATCGTGCG - - - - - - - - - - TGATACJAAGTTGATAGATACGTACATAGCAACAAATGGATACCCGGCTTAINN- - - - - AGCTRTHEAR- - -------------- TABCEAGT
TAAGGCCGGTATCCATTTITTGIAAATCGACGTATCGTATCATCGTTGCG ---------- TGATAC----=-=--- GATACGTACATAGCAACAAATGJATACCCGGCTT AACTITTAATEAAATARATCHA TAWMGEAAT
TABGGCCGTATCCATTTGTTG AAATCGACGTATIGTATCA.TTGTG --------------------------------------------------------------------------------------------------------------
---------------------------------------------------------------------------------- TATEGTATCAREMTTGTG- - - - - - - - - - TGATACGAAGTTGATAGATACGTACATAGCAACAAATGGATCCCGGCTT
------------------------------------------- CGTTGCG----------TGATACGAAGTTGATAGATACGTACATAGCAACAAATGJaTACCCGGCTT
TAAGCGGTATCCATTTGTTGCAAATCGAIGTATCGTATCATCGTTGCG - - - - - - - - - - TGATACGAAGTTGATAJATACGTACATAJJCAACAAATGGATACCCGGCTT
TAAGGC!IGTATICATTTGTTGCAIATCGACGTATCGTATC.CGTTGCG --------------------------------------------------------------------------------------------------------------
-------------------------------------------------------------------------------------------------------------- TGATACGAAGT = = = = = = = = = s m o m e e oo e oo e
_____________________________________________________________________________________________________________ B
-------------- TAAGGICGGTATCCATTTGTTGCAAATCGACGTATIGTA‘ATIGTT*——————————————————————————————————————————————————————————————————————————————————————————————————————————————
------------------ AAIGCCGGTATCCATTTGTTJCAAATCGACGTATCGTATATCGTT e e e e e e e e e e e e e e e e e e e e e oo
THREARAR THABAAG TAAGGCGGTAJCCATTTGTTGCAAATCGACGTATCGTTCATCGTTGCG- - - - - - - - - - TGATACGAJTTAATAGATAJGTACATAGCAACAAATGGATACCCGGCTTlA
ABAABAB TEARA - AMTAATTT TAAGGCCGGTATCCATTIIGT TGCAAATCGACGTATCGTATCATCGTTGTG-=----=- - - TGATAC-=----=--- GATACGTACATAGCAACAAATGGATACCCGGTTTHA
ABAABAB TEARA - AMTAATTT TAAGGCCGGTATCCATTIGTTGCAAATCGACGTATCGTATCATCGTTGTG ---------- TGATAC-=----=---- GATACGTACATAGCAACAAATGGATACCCGGTTTA
------------------------------- TAAGGCCGGTATCATTTGTTGBAAATCGACGTJTCGTATCATCGTTGCG- - - - - - - - - - TGATAC

AAGICIGGTATCCATTTGTTGCAAATCGAIGTATCITATCATCITTGCG ---------- TIATACGAAGITGATAGATACGTACATIGCAAIAA.
------------------------------------------------------------ TGATAC
TAAGGCCGGTATCIATTTGTTICAAATCGACGTATCGTATCITCGTIGTG --------------------------------------------------------------------------------------------------------------

TIG T.A A-A ;

AGTGT A GEAAABTGATITIA - - - - - - - - - - - o oo . - ----- - oo ITTITT CA.TC ACHIATCGTATCATCGTTGCG - = == = = = = - - IGATACGAAGTTGATAGATACITACAIAGCAACAAATGGATACCCGGCTT A--A GCT
TRAAMACTTAAAAGEGTGART AAITT-TIAT.AA-A—— —AA-GGIAICCATTTGTTGCAAATCG CBTATCGTATCATCGTTGCG - - = == = = - - - TGATIC ---------- GATACGTICATAGCAACAAATGGATACCCGGTTT AAAA AACT
------------------------------------------------------------ TGATAC - = = = & & & o e e e e e e e e e e e e e e e e e aea o

TAAGGCCGGTATCCATTTGTIGCAAIT
TAAGGCCGGTATCCATTTGTTGCAAAT

TAA.CIGGTATCCATTIiTTI
TR

TATCGTATCATCGTTGCG-=-=-=-=-=----- TGATACGAIGTTGATAGATACGTACATAGCAACAAATGGATAICIGGCTT A

GA
IGA!ITAICGTATCATIGITICG --------------------------------------------------------------------------------------------------------------

CAAATCGACGTATCGTATCATCGTTGCG = = = = = = = = = = = = % @ m % @t % @t @@t @@t @ @t @@t @@t & @t @@t m @ m & @t @ f it @@t @@ e e f e e e e e e e e e e e e e e e e e e e e e e ae i eeeeaeaaao
CAAATCGACGTATCTATCATCGTTGCG - -« - = - = - o - s - e -t -t e e oL L Lol

C TACATAGCAACAAATGGATACCCGICTT A T--A AGIA 2 S
CATA- - - m e e oo A T-- AATTGTBATGET 11 AR ATEE A TTRAHE B BAAC

TAAGGCCGGTATCCATT
TAAGGCCGGTATCCATTTGTTGCAAATCGACGTAICGTATCATCGTTGCG —————————— TGATACGAAGTTGATAIATA
TGAIACGAAGTTGATAGATA

ABABCGACGTATCGTATCATIIGTTGCG - = - - - - = - - & - o f oottt f ot L Lo
ITATCATCGTTGCG --------------------------------------------------------------------------------------------------------------

IAIAA-CIA.—G AGGTT TAAGGCCGGTATCCATTTETTRCAAATCGACGTATC

---------------------- TAAIGCIGGTATCCATTT TTiI

------------- ARETAGIT TAAGGCCGGTATCCATTTRMTRCAAATCGABGTATCHT CAﬁTTGCG
--------------------------------------- B 1Y R -

-------------------- IGCIAIT—GAIGTITCGT:!ATCGT%I——————————TGATAC————————————————————————————————————————————IA-—————————————————————————————————————————————
------------------------------------------------------------ TGATACGAAGTTGATIGATACHTACATAGCAACAAATGGATACCCIGCT - - -« - c e e
------------------------------------------------------------------------------ G-T.CGTATCAICITTGCG
------------------------------------------------------------------------------------ TCGTATCAT CT T T - - - - - - - - oo e e et e il
TAAGGIC.TATCCATTIiTTGCAAATIGACGTATCITATCATCGTTGCG ---------- g

-------------- ATTTTTGCAAATC - - - TATCGT BT CATCGT TGT G = - = - - o - o - oo oo oo oL oLl
-------------------------------------------------------------------------------------------------------------- THATABGAAGTTAATABATACGTACATAGCAACAAATHEIGATRG- - - - - - - A CHGHEE A~ ABBETAAT TR - - - ----- - o e
-------------------------------------------------------------------------------------------------------------- TATCRAT T AAAREHE--------- -

- CATTTGTTGCAAATCGACGTATIGTATI AT CG T TG OG- - - - = - & o o o e ot e i ettt ot ot o b e e o o o e e e et oo e e e e e e e e e e e e e oo

TAT CATTTGTTGCAAATCGACITAT!.AI!ATIGTTGTG --------------------------------------------------------------------------------------------------------------
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.b.bed _uf.bed g 1l.bed fm _1.bed O O bcIn.fa aln.fa _cl.fa_gs.fa ce
size: 675bp; fragments: 58; full length: 8 (>=607.5bp)
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sta.b.bed uf.bed g 1.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa
size: 987bp; fragments: 55; full length: 0 (>=888.3bp)
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TE: rnd_5 family 11107

size: 629bp; fragments: 63; full length: 1 (>=566.1bp)

0

I
100

I I I
200 300 400
TE consensus (bp)

I
500

I
600

coverage (bp)

30

25

20

15

10

Before TEtrimmer 629 bp

I I I I I
100 200 300 400 500
TE consensus genomic coverage plot (bp)

I
600

TE consensus self dotplot (bp)

100 200 300 400 500 600

0

TE consensus self dotplot (bp)

7 / N
N AN
] 7/
N /
/
I I I I I I
0 100 200 300 400 500 600

No TE domain detected

0

100 200 300 400 500
TE consensus structure and protein hits (bp)

I
600




After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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