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1 MSA length = 4337 1

————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
—————————————————————————————————————————————————————————————————————— GTTATCAAAGAAGIAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TTAMTTTAT - - - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
————— TTA TT—IT—————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
————————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAE - - - - - - - - - - - - - - - s s s o e o e e o oo m o m - - -
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACAS - - - - - - ---AAA--------------
——————————————— TTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA e I -- - -
TGTTAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
——————————————— GTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
ATT---- TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
- - —T‘TTTATA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
———————————————— TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT ----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - --=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - -=-=-=-=-=-=--- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
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----AATT---- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
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GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
-------------------------- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA

T T-ATA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
. H !ITAIA TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - -~ - - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
-------- TTARTT- - - - TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
- -TTAATTTATA TGTTAGAAAATATCAAAAAA -GGTACATGTTACGCCACCTATCAGTAGAT - - === - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - ==~ - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
-------------------------------------------------------------------------------------------------------------- GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - -~ - - ==~ - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - == - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - == - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAA -GGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - -~ - - ==~ - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - == - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - -~~~ -~ - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - - -~ - -~ - - GTTATCAAAGAAGTAGCATGTTTGATTTCCCGCAGCTTCCCGCGCAACA
-------------------------------------------------------------------------------------------------------------- GITATCAAAGAAGIAG.TCGTTTGATTTCCCGCAGCTTICCGCGCAAC
TGTTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - - -~ - - ==~ - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
TGTTAGAAAATATCAAAAAA -GGTACATGTTACGCCACCTATCAGTAGAT - - - -~ --- - - B TATCAAlJGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGRGCAACA
e TBAAT e TTAGAAAATATCAAAAAAAGGTACATGTTACGCCACCTATCAGTAGAT - = - == - = - - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
- -TTAATTTATAR T TG T TAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT - - - - - - - - - - GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
-------- TA----------TGTTAGAAAATATCAAAAAA-GGTACATGTTACGCCACCTATCAGTAGAT----------GTTATCAAAGAAGTAGCATCGTTTGATTTCCCGCAGCTTCCCGCGCAACA
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size: 4337bp; fragments: 294; full length: 72 (>=3903.3bp)
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divergence to consensus (%)

size: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)
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TE: Itr_1 family 831

size: 4125bp; fragments: 28; full length: 2 (>=3712.5bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

{_
ORF9 ORF6 ORF4
ORF10 ORF7 { ORF5 ORF3 ORF2
ORF1
)
Retrotran_gag 2 } w} rve } | RVT 2 }
M’ SHMUS
0 500 1000 1500 2000 2500 3000 3500 4000




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