Start crop Point End crop Point

MSA length = 2387 1

AAATICAT AIC.TAA ACG T T—IT ----- -GATTAAAATTAAAIAITGTTTGTTAAGIGAIAGTIATTICATA.TATTTTITTTAAAAAAT ---------- TTTTTTTCTGTTGCATICCAGTCTTGTGAATAAA -------- TAAATAAATAABNGEABAR- - - - ---- - - - - - - o
----- CEBlTAATAATAA AAGTIEAC - - - AAA- - AATGACHABAM T TG - - - - - - - - oo m oo TTTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATARA e e - -TAAATA- -
-------------------------------------------------------------------------------------------------------------- TTTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAA.AAIAIAAA e - T—TAA-AA
- - - TATTAATAATAA AA CTBTAAA- -AACEAB- - ------ GAARATGETATTAAAAGAAAGTIJATTTAATAATTATTTT T T8AGAT - - - - - - - - - - TTTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATARATERAA- - - - - - - - - - - - - TEER THCEACH B H- - - - - ATA - -
AT-TTTATTEAREATA AA ATAACAAA - - AATGATTAAAATCAGAAAATGTTAA CAAGA TABTTARTAATTGTTTTTTIITAAAAAAT - - - - - - - - - - TTTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATARATERAAAR- - - - - - - - - - - - TBBBT - - - - - - - - - -~ - - - = - oo == -
ATTTTTATTAACAATAA AA AT—ICAAAATAATIATTAIAITTAAAAAATGITTAT ACAIAAAAGTT TTIAA AATTGTTTITTTTAAAIGAI ---------- TTTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATA - -TAAATA- -
--------------------------------------------------------------------------------------------------------------- TTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATIAATAAAT e -

AT—ATIAIATAICGATTAAAATTAAAAAATGTIAGTTIAGAAIAAITTITTTCATAITTATTTTIT.AIAIAAT ---------- TTTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATA - —TATAAIAA

AAATTTATTAATAATAA
AAATTTATTAATAATAA
AAATTTATTAATAATAA

AT -ATAAAATAATGATTGAAATTAAAAAATGTTTATTAAAAGAAAGTTATTTAATAATTATTTTTTTTAAAAAAT - - - - - - - - - - - - TTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATA
AT -ATAAAATAATGATTGAAATTAAAAAATGTTTATTAAAAGAAAGTTATTTAATAATTATTTTTTTTAAAAAAT - - - - - - - === - - TTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATA
AT -ATAAAATAATGATTGAAATTAAAAAATGTTTATTAAAAGAAAGTTATTTAATAATTATTTTTTTTAAAAAAT - - - - - - === - === - TTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATA

- -AAAATAAA
- -AAAATAAA
- -AAAATAAA

--------------------------------------------------------------------------------------------------------------- TTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAJJATAAATA cTljpaTACA
GATTT----AATAARAA ABAATAAART - - - - - - TAAAA - = - = o o o e o e e e oo TTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATARATRAAANE- - - - - - - - - - - - - o oo oo oo oo oo
GTA------ AATAA - AA ACAACAAART - - - - - - T A A AT TAA - - - - o oo e eeeeeeaaooo TTTTCTGTTGCATCCCAGTTTTTGAATAAATAAATAAATAAATAAATA TGATTTAAAAR TR TR AR AR T THR T Tl TT--------
AA- - - - - - - AACABTRA -ATHEBAT - - - - - - I!AAA ------------------------------------------------------------------- TTTTCTGTTGCATCCCAGTTTTGTGAATAAATAAATAAATAAATEABA --ATTE- - - —“TIAIAITTITTIT ---------
-------------------------------------------------------------------------------------------------------------- THTTTTTCTGTTGCATCCCAGTCTTGTGAATAAA- - - - - - - - TAAATAAATA e e e e
----------------------------------------------------------------------------------------------------------------- TTTTTGTTJCATCCCAGTTTTGTGAATAAATAAATAAATAAATAATA e TTI- -
------------------------------------------------------------------------------------------------------------------ TTTCTGTTGCATCCCAGTCTTGTGAATAAATAJJATAAATAAATAAATA GTTA- AT ATIRT
--------------------------------------------------------------------------------------------------------------- TTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAA - - - - -[BAATAAATA e TC

THBARBAA - - - - - - - - oo
---------------------------------------------------------------------------------------------------------------- TTTTTCTGTTGCATCCCAGTTTTGTGAATAAITAAATAAATAAAIAAIT“AIA.TGATTAAAIAAT-AIA.T.TCITTTITATA— -

---------------------------------------------------------------------------------------------------------------- TTTTTCTGTTGCATCCCAGTTTTGEGAATAAATAAATAAATAAATAAATARARA R
-------------------------------------------------------------------------------------------------------------- TTTTTTTCTGTTGCATCCCAGTTTTGTGAATAAATAAATAAAIAAA - - - - oo i a e
-------------------------------------------------------------------------------------------------------------- TTTTTTTCTGTTGCATCCCAGTTTTGTGAATAAATAAATAAAIAAA——————————————————————————————————————————————————————
---------------------------------------------------------------------------------------------------------------- TTTTTCTGTTGCATCCCAGTTTTGTGAATAATAAATAAATAAARAART TGATTAAAAAT TTTRTATA- -

--------- ABTAATIABGEA ABABATAATEEAABABTGACTAAABBCAA - - - - - - - c o r oo TTTTTCTGTTGCATCCCARTTTTGTGAATAAATBAATAAATAAATAAAAA -PATTAAAAAAT TCAAAAAAAA
--------------------------------------------------------------------------------------------------------------- TTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATA A— 1Y

---------------------------------------------------------------------------------------------------------------- TTTTTCTGTTGCATCCCAGTCTTGTGAATAAABAARAAATAAATAABA
---------------------------------------------------------------------------------------------------------------- TTTTTCTGTTGCATCCCAGTCTTGTGAATAAARAARBMAAATAAATAABA
---------------------------------------------------------------------------------------------------------------- TTTTTETGTTGHA TG TCTTGTGAATAARAAAAATAAATAABA
--------------------------------------------------------------------------------------------------------------- TTTTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAATAAATA
----------------------------------------------------------------------------------------------------------------- TTTTCTGTTGCATCCCAGTCTTGTGAATAAATAAATAAATAAARJABAAA
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divergence to consensus (%)

5

20

15

10

I
500

I
1000

1500 2000
TE consensus (bp)

I
2500

I
3000

coverage (bp)

60 80 100
|

40

20

After TEtrimmer Extended plot Blue lines are boundaries

I I I I I
500 1000 1500 2000 2500
TE consensus genomic coverage plot (bp)

I
3000

TE consensus self dotplot (bp)

1000 1500 2000 2500 3000

500

7/

0

I
500

1000 1500 2000 2500
TE consensus self dotplot (bp)

I
3000

No TE domain detected

0

I I I I I
500 1000 1500 2000 2500
TE consensus structure and protein hits (bp)

I
3000




divergence to consensus (%)

20

15

10

5

TE: rnd_4 family 1097

size: 2226bp; fragments: 1117; full length: 0 (>=2003.4bp)
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After TEtrimmer ORF and PFAM domain plot
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