Start crop Point End crop Point

1 MSA length = 4337

GITAGAAAATA-AAAAAIGGTAIAIGT.CGCCAICTAT-G. ---------- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAICAA --------
TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAfcTTCCCGCGCAACAR----- - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA-TGATAR
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - = = = = = = = o mmmm e e e e e oo o
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - - - - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA- - - -[{AAAR-
TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - - - - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - - -~ - - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - ==~ - GTTATCAAAGAAGJAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAA- - - - - - - -
TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - == - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA————TAI———

TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA---ATABA - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAAIAATAA———
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA---ATA----~----
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA---BTAAAA -
TTTITTAA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA—TALAAA— -
TTATTTA--A TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA-TAA---=--------
----TTAGT TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA- - - —TIAAA—-T ———————
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - - - - - s s s e e e e o e e e o e e e o e e o e e o e e oo - - -
——————————————————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT---=-------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA- - —AT.AAT
————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT--=--------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----TAA---
————ITAG——A TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA——AATAAIA—
TTATTTAGCAA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAI ——————————————————————

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - === - - - - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA-TABTEAA - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - === - - - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAATAATAMAA -
TGTTAGAAAATATC - AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - === - - - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA- - -BTIEIA - -

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAA-AA-----

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA————IAAAA—

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----TAAAA--------------

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - - - - - -~ m s o s e oo e e - - -

TTAEITAT— -A TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA—IAI—AAA— - ATAACT - - -
TTA--AA TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAATAATAA- - - ATAA-A

TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----TAA- - - ATEAT -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAA--=--=-~--- ACHA - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA—IGATAA ——————— TAA-A
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAATAATAI————
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAI——ATAAAIT T--CAA- -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - - - - - - -~ m - s e oo e e - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA- - - —T.AAG
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----- AAA - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAA—AA—IAIAT
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----~--- A- -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----~--- A- -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA——GATAIAAG
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA--=-=-=-=-=-~-=--
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA—TIATAAAI—
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA---ATA----=-----
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----TAA- - —.— —IT
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA--------=----=----
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA--=-=-=-=-~-~--
TGTTAGAAAATATC-AAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA--=-=-=-=-~---
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA----T---AT-
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAA———IAA -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAI——ATAAI!T
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA - - - - - s s s e o e e o o e e o e e o e e o e e o o e o oo o e o e oo - - - - -







i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 4337 bp
size: 4337bp; fragments: 294, full length: 72 (>=3903.3bp)
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1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc
size: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)
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TE: It 1 family 943 Before TEtrimmer 3953 bp

size: 3953bp; fragments: 86; full length: 1 (>=3557.7bp)

o _|
_] [Ke]
L _|
N 28 |
2 3
n —
O
o
o = ¥ ] %
@] ©
~ Y—
Q O ©
D 0 3 A
| E ™M n N .
) = No TE domain detected
3 2
. (&) (D]
o V)
3 S
© 8
| W g
_ o |
(9\]
1L
— I
Q o
[ [ [ N [ [ [ [ [ [ [ [ [
0 1000 2000 3000 1000 2000 3000 0 1000 2000 3000 0 1000 2000 3000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



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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