Start crop Point End crop Point

MSA length = 1237 1
_TACAITIGAACTTCGATATICGGACACATATCGGAACAGCIACCGCCGAA ---------- ACTGGAGTGTICGITTTGGCGC TGTCCGAITTAGAGAAGTTCTACTGT
-------------------------------------------------------------------------------------------------------------- ACTGGAGTGTCCGATTTGcGlfcTeTCClAATTAGAGAAGTTRTETGT
TACAGTAGAABTTCGATAT CGGACACATATCIGAACAGC ACCGCCGAA- - - ------- ACTGGAITITCCGATTIGGCGCGTGTCCGAITTIGIGAAGTTCTACTITA
TACAGTAGAABTTCGATATT GGACACATATCGGAAIAGC ACIGCCIAA ---------- ACTGGAGTGTCCGAITTGGCGCGTGTCCGAATTAGAGAAGITCTACTGTA
-------------------------------------------------------------------------------------------------------------- ACTGGAGTGTCCGATTTGGCGGTGTCCGAATTAGAGAAGTTCTACTGTA
TACAITAGAACTTCGATATTCGGACACATATCGGAACAGCIACCGCCGAA ---------- ACTGIAGTGTICGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGIA
--------------------------------------------- MCGAA----------ACTGGAGTTCCGATTTG- - -G TRERTGAAT TAGTGAARTT - - - - - - - -
TACAGTAGAACTTCIATATTCGGACACATATCGGAACAGCIACCGCCGAA ---------- ACTGGAGTGTICGATITGGCGCGTGTCCGAATTAGAGAAG TCTACTGTA

ACTGGAITGTCCGATTTGGCGCGTGTCCGIATTAGAGAAGTTITACT.A
ACTGGAGTGTCCGATTTIGCGCGTGTCCGAATTAGIGAAGTTCTACTGTA
ACTGJAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA
ACCGCCGAA- - - ------- AITGGAGTGT—CGATITGGCGCGTGTCCIAATTAGAGAAGTTCTICTGTA

----------- -CAGTAGAACTTCGATATTCGGACA.TATCGGAACAGC
ACIGICIAA ---------- ACTGGAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA

---------- TACAGTAGAACTTCIATATICGGACACATATCGGIACAGC

------------------- IT-TIAIT-ATAAA— - TACAGTAGAACTTCGATATTCGGACACATATCGGAACAGCIMACCGCCGAA- - - = = = - - - —ACTGGAGTGTCCGATTTGGCGCGTGTICGAATTIGAGAAGTTCTACTGTA
----------------------------------------- T--- TACAGTAGAACTTCGAT.TCGGICACATATCGGAACA ACCGCCG.— e e oo —ACTIGAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAITTCTACTGTA
T AAAAA =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 aiao o ACTGGAGTGTCCIAT TGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA

A—AAI——TT GGCGCGTGTICGAATTAGAIAAGTTCTACTGTA

EITGGAGTGTICGATT
C

G- --TTCT TGGAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA

-------------------------------------------------------------------------------------------------------------- ACTGGAGTGTCGATTTGGGCGTGTCCGAATTAGAGAAGTTITACTGTA

------------------------------ ACTHGARTG CCIATTTIGCGCGTGTCCGAATTIGAGAAGTTCTrT.A
C

----------------------------------------------- ACTGGAGTITCCGATTTGGCGCGTGTCCGAATTEGAGAAGTTCTIICTGTA
T TACAGTAGAACTTCGAJATTCGGBACATATCGGAARJAGCIACCGCCGAA- - - - - - - - - - ACTGGAGTGTCCJATTTGGGCGTGTCCGAATTAGAGAAGTTCTACTGTA
TACAGTAGAACTTCGATATTCGGACACATATIGGAACAGC ACIGCCGAA ---------- ACTGGAGIGTCCGATTTGI!GCGTGICIGAATTAGIG.AAGTTCTACTGTA
TACAGTAGAACTTCGATATTCGGACACATATCGGAACAGCIACCGCCGAA - - - - - - = - - - ACTGGAGTGTCCGATTTGGCGCGTGTCCGAATIJAGAAGTTCTACTTA
TACAGTAGAATTCGATATTCGGABACATATCGGAACAGCIACCGCCGAA- - - - - - - - - - ACJJGGAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA
-------------------------------------------------------------------- TTHGGACACATATCGGAACAGCIACCGCCGAA- - - - - - - - - - ACTGGAJ|TGTCCGATTTGGCGCGTG|cCGAATTAGIJAIGTTCTACTGTA
TACAITAGAACTTCGAIATT GIACACATATCGGAACAGC ACCGCCGAA- - - ------- ACTGGAGTIECCGATTTGGCGIGTGTCCGAATTAGAGA GTTCTACTGTA
TACAGTAGAACTTCGATATTCGGACACATATCGGAACAGCHACCGCCGAA - - = - - - = - - - ACTGGAGTGICCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA

TICAGTAGAACTTCGATATTCGGACACATATIGGAACAGC ACCGCCGAA- - -------- ACTGGIGTGTC GATTTGGCGIGTGTCCGAATTAGAIAAGTTCTAITGTA
ACTGGAGTGTCGATTTGGCGMGTGTCCGAATTAGABMAAGTTCTARTGTA

ACTGGAGTGTCC ATTTGGCGCGTGTCIGI———AGAGAAGTTCTACTGTA
AllTGGAGTGTCCGATTTGICGCGTGTCCGAATTAGIGAAGTTCTACTGTA
ACTGGAITITCCGAITTGICGCGIGTCCGAATTAG!IAAGTTCTAC.T
ACTGGAGTGTCCGATTTGGCG- - -GTCCGAATTAGAGAAGTTCTACTGTA
ACTGIIAGTGTCCGATTTGGCGCGTGTMCGAATTAGAGAAGTTCTACTGTA
ACTGIAGTGTCCGITITGGCGCITGI!CGAITTAGAGAAGTTCTAC-A
ACTGGAGJGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA
ACCGCCGAA- - - ------- ICTGGAGTGTCCGATTTGGCGCGTGTCCGAATTAG.AAGITCTACTGTA
ACCGCCGAA- - - -~~~ - - ACTGGAGTGTCCGATTTGGCJCGTGTCCGAATTAGAGAAGTTJTACTGTA
ACCGCCGAA- - - -~~~ -~ - Bl rceaGT CCGATTTGGC!IGTGTCCGAATTAGAIAAGTTCTACTGTA
ACIGCCGAA ---------- ACTGGAGTr—CGATTTGGIiCGTGTCCGAATTAGAGAAITTCTACTGTA
ACCGCCGAA- - - -~~~ - - ACTGGAGTGTCCGATTTGGCccTGTCCaATTAGARAAGTTCTICGTA
ACTGGAGTGTCGATTTGGCGCGTGTCCGAATTAGGAAGTTCTICTGTA
ACTGGAGTGTCCGATTTGGCGCGTGTCIGAATT GIAGITCT CTGTA
ACTGGAGTGTCCGATTTGGI --------------------------------------------------------------------------------
ACTGGAGTGTJCATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTGTA

A—AAATITT— TACAGTAGAACTTCGATATTCGGACACATATCGGAACAGC ACCGICGAA ---------- ACTGGAITGTCCIATTTGGCGCGTITCCGAATTAGAGAAGTTCTACTITA
ATIAITTTT———— TACAGTAGAICTICGATATTCGGACACATATCGGAACAGC ACCGCCGAA- - - -~~~ - ACTGGAGTGTCCGATTTGGCGCTGTCCGAATTAGAGAAGTTCTACTGTA ATT—AITTAAAA
ATEA

TACAGTAGAACTTCGATATTCGGACACATATCGGAACAGC
TICAGTAGAACTTCGATATTC GACAIATATCGGAACAGC
TACAGTAGAACTTIGATATTI!GACACATATIGGAACAGC
TACAGTAGAACTTCGATATTCGGACIJCATATCGGAACAGC
TACAGTAGAACTTCGATATTCGGACACATATCGGAAJAG

TTTT---- TACAGTAGA CGATATTCGGACACATATCGGAACAGCEACCGCCGAA - - - - - - - - - - ACTGGAGTGTCCGATTTGGCGClTGTCCGAATTAGAGAAGTTCTACTGTA ATT-ABRTTAAAA
------------------------------------------------- TACAITAGAACTTCGATATTCGGACICATATCGGAACAGC AICGCCGAA——————————ACTGGAGTGTICGATTTGGC TGTCCGAATTAGAIAAGTTCTACTGTA
-------------------------------------------------------------------------------------------------------------- ACTGGAGTGTCCGATTTGGC CGTGTCCGAATTAGAGAAGTTCTICTGTA
TACAGTAGAACTTCGATATTCGGAJACATATCGJAACAGCIACCGCCGAA- - - - - - - - - - ACTGJAGTGTCCGATTTGGCGCGTGTCCGAATTAG- - -AGTTCTACTGTA

TACAGTAGAACTTCGATATTCHGACACATETCGGAABAGCIACCGCCGAA- - - - - - - - - - ACTGGATGTCCGATTTGCGCGTGTCCGAATTAGMAAGTTCTACTGTA
TACAGTAGAACTTCGATATTCIGACACATITCGGAAIAGC ACCGCCGAA- - - -~~~ - - ACTGGAITGTCCGATTTGICGCGTGTCCGAATTAGIAAGTTCTACTGTA
TACAGTAGAACTTCGATATTCGGACACATATCGGAACAGCHACCGCCGAA - - - - - - = - - - ACTGGAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTATGTA
-------------------------------------------------------------------------------------------------------------- ACTGIAGTGTCCGATTTGGCGCGTITCCGAATTAGAGAAITTCTACTGTA
TACAGTAGAACTTCGATATTIGGACACATATJGGAACAGHIACCGCCGAA- - - - - - - - - - ACTGGAGTGTCCGATTTGGCGCGTGTCCGAATIJAGIIGAAGTTCTACTGTA
TACAGTAGAACTTCGATATI!GGACACATATCGGAACAG!ACCGICGAA ---------- ACTGGAGTGICCGATTTGGCGCGTGTCIGAATTAG!.AGTTCTACTGTA
-------------------------------------------------------------------------------------------------------------- ACTGIAGTGTCCGATTIGGCGIGTGTCCGAATIAGAGAAGTTCTAITGTA
- A-AAATTTT TACAGT GAAITTCGATATTCGGACACATATCGGAAIAGC ACCGCCGAA- - - -~~~ -- ACTGGAGTGTCCGATTTGGCGCGTGTCCGAATTAGMMAAGTTCTACTGTA
A-AAA- - - - TACAG GAACTTCIATATTCGGACACATATCGGIACAGCIACCGCCGAA ---------- ACTGGAGTGTCCGATTTGGCGCGTGTCCGAATTAG!IAAGTTCTACTGTA

- I ‘ "GTAAITTC ------------------------------------------------------------ ACTGGAGTGTCCGATTTGICGCGIGTCCGAATTAGAGAAGTTCT-T
-------------------------------------------------------------------------------------------------------------- ACTGGAGTGTCCGATTTGGCGCGTGTICGAATTAGAGAAGTT TACTGTA
----------------------------------------------------------- ACTGGAGTGTICGATTTGGIGCGTGTCCGAATTAGIG AIT.—
ACAGTAJAACT TClATATTCGGACACATATCGGAACAGCIACCGCCGAA- - - - - - - - - - ACTGGA - - = == == === oo = - GTTCCGAATTAGAGAARTTCTACTGTA
-------------------------------------------------------------------------------------------------------------- ACTGGAITGTCCIATTTGGCICITGTCCGAATTAGAGA TTCcTABTGTA
--------------------------------- A-wmmmm —_TACAGTAGAACTTCGATATTCGGACACATATCGGAACAGCIACCGCCGAA— - -----A-TGGAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTEBCTGTA
-------------------------------------------------------------------------------------------------------------- ACT.AGTGTCCGATTTIGCGCGTGTCCGAATTAG GAAGT TABTGTA
T-TIGA-— - —CITA.A.AIT-GT ----- CT-- TACAGIAGAACTT GATATTCGGACACATATCGGAA-AGCIACCGCCGAA - - - - - - - - - - AITGGAGTGTCCGATTTGGC.GTGTCCIAATTAG GAAGTT TACTGIA
------------------------------------------ TABAGTAAACTTIGATATTCGG|C - CATATCGGAACAGCHACCGCCGAA- - - - - - - - - - ACTGGAJ|TGTCCATTTGGCGCGTGTCCGAATTAGIGAAGTTCTACTGTA
------------------ TACAGTAGEACTTCGAT|TTCGGACACATATCGGAACHGCJACCGCCGAA- - - - - - - - - - ACTGGAGTGTCCRT THGGCGIGTGTCCGAATTAGIGAAGTTCTACTGTA

ACTGGAIT TCCGA TTGICGCGTGTCCGAATTAGA AAITTCTAC.T
ACTGGAGTG CCGATTTGGC CGTGTCCIAATTAGAGAAGTTCTACTGTA
ACTGGAITGTCCIATTTGGC CITGTCCGAATTAGAGA.TTCTAITGTA
ACTGGAGTGTCCGATTTGGCGCGTGTCCGAATTAGAGAAGTTCTACTTA
ACTGGAGTGTCCGATTTGGCG GIGTICGAATTAIAGAAGTTCTACTGTA
ACT.AGTGTCCGATTTGGCI!GTGTCCGAATTAGAGA-TITACTGTA
ACTGGAGTGTCCGATTTGGCGCJTGTCCJAATTAGAGAAGTTCTACTGTA -



End crop Point
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 1237bp; fragments: 2060; full length: 0 (>=1113.3bp)
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tastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1553bp; fragments: 1839; full length: 0 (>=1397.7bp)

S
< ~
o _| i
N > <€
o
— S | S
Lo —
S i
s 2 g |
2] S 4 B 3
? ¥ S
[ —~ —
O o (@]
n 9O - Q T g |
o L o K
(&) O) O ()
(-500
(@) — V)
) 2 Q37 :
e - o o No TE domain detected
O g | 0
c
- “ 3
= LIJv
© =
o o
g7 =
N N
o , o o

I I I I I I I I I I I I I I I I I I I I I I I
0 200 400 600 800 1000 1200 1400 200 400 600 800 1000 1200 1400 0 200 400 600 800 1000 1200 1400 0 200 400 600 800 1000 1200 1400
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



25

20

TE: md 5 family 2585 Before TEtrimmer 672 bp

size: 672bp; fragments: 879; full length: 35 (>=604.8bp)
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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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[E consensus before TEtrimmer (bp)
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