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End crop Point

MSA length = 4399 1
TAATTCCATTGTTCAAAATACGTTGCGC- - -------- AGATTTAGTTTCCACACCCAATARTET TA- - - - - - - - - oo oo oo m - CAATTAA- - - -BTGAT T - - - - c o e e e o e e e oo -
TAATTCCATTGTTCAAAATACGTTGCGC- - -------- AGATTTAGTTTCCACACCCAATA L R I I CAATTAA————ITGATT ---------------------------
TAATTCCATTGTTAAAATACGTTGCGC- - -------- AGATTTAGTTTCCACACCCAATARA - - - - - - - - o o e e e e o o oo
TAATTCCATTGTTIAAAATACGTTGCGC ---------- AGATTTAGT TTCCACACCCAAT AR - - - - - - - - o o o o o o o o o o o e o o e o it
TAATTCEWATTGTTCAAAATACGTTGCGC- - - - - - - - - - AGATTTAGTTTCCACACCCAATARIT - - - - - - - - - - o e oo e e oo - - AA- - - - oo e TAATHEAAAGA -
TAATTCIATTGTTCAAAATACGTTGCGC ---------- AGATTTAGTTTCCACACCCAATARIT - - - - - - - - - - oo oo e e oo - - AA- - - - oo e TAATIAAAGA—
TAATTCCATTGTTCAAAATACGTTGCGC- - -------- AGATTTAGTTTCCACACCCAATABARA - - - - - - - - - - - - - c oo oo o - - L I I
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATABARA - - - - - - - - - - - - - oo oo oo - - AA - e
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA T---AATATIBTATT -TTATABAA - - - - - - - - - oo oo o -
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA T---AATAT TATT—TTATAIAA -------------------------
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATARBARITCA - - - - - - - - - e e e o oo TTGI --------
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATABABIT CA - - - - - - o o o o o o o o o ot b b b b b b b b b b b b b b o o o o oo oo
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA TAATATATTAT - -CTATAAAAAA- - - - - - - TTATTTGA------ - - AAAIAAA ARIA ARITA
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA TAATATATTAT - -CTATAAAAAA- - - - - - - TTATTTGA------ - - AAAIAAA.AIA.AITA
TAATTCCATTGTTCAAAATACGTTGCGC - - - - - - - - o o o o o o o o o o L L L L b b b b b b b b b o o o o o o o o o o o o o o o o o oo
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATABT - - - - - - ATATATTATTTTTATAAAAAA- - - - - - - - - - - - TAA--A AAART TA
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATABT - - - - - - ATATATTATTTTTATAAAAAA- - - - - - - - - - - - TAA--A AAART TA
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATARTHT------ - TATBATTCT = - - - s s e e e e AAABTATAR- -------
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATARTHT------ - TATIATTCT -------------------------------- TATAA- -------
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATABA - - - - - - - - - - - o oo e e oo o - - AA - e T A -
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATABA - - - - - - - - - - - o oo e e e e oo - - AA - e T A -
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA A------- TATTAT - - - - s e oo m TTARTT - - - - - - T A -
TAATTCCATTGTTCAAAATACGTTGCGC--------- - AGATTTAGTTTCCACACCCAATA A------- TATTAT - - - - s e oo m TTARTT - - - - - - T A -
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA TTRTARTEGEARTARTTCTATAAR-GIiITAATTAATCAATCGEITTAAAAA - T A
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA TTITA TGEAATA TTCTATAAI—GITAATTAATCAATCG TTAAAAA - T A
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA CATEBATATEGETABMTTTATAAAAAACAATTAAGTATTCGATTAMGAAT T T
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA CATGATATGGTA TTTATAAAAAACAATTAAGTATTCGATTAIGAAT T T
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA To-eo--- ATTAT - - - - e e e e m e TTGETTAAA- -T T A
TAATTCCATTGTTCAAAATACGTTGCGC---------- AGATTTAGTTTCCACACCCAATA To-eo--- ATTAT - - - - e e e e m e TTGITTAAA——T T A

TAATTCCATTGT TCAAAATACGTTGCGC - = = = = = = = = = = = = = o m o & & o o o o o o o o o m o o o m f o ot f o e h e e h e e h e e e e e e e e e e e e e e e e e e e o e
TAATTCCATTGT TCAAAATACGTTGCGC - = = = = = = = = = = = = = oo o & o o oo o o ot o m o o o m f o o m o ot e e e b e e e e e e e e e e e e e e e e e e e e oo o e

TAATTCCATTGTTCAAAATACGTTGCGC-==--=-=-- - - A TG T T T CC B - - - - - - - - - - - - - - oo ool
TAATTCCATTGTTCAAAATACGTTGCGC-=----=--- AGATTTAGTTTCCACACCCAATAITEATATAACAT - - - - - - - o oo oo - AA-AATTGA- - - - TTAATTAAGAAT
TAATTCCATTGTTCAAAATACGTTGCGC-=----=--- AGATTTAGTTTCCACACCCAATAMTEATATAACAT - === === - == o= - - - AA-AATTGA- - - - TTAATTAAGAAT
TAATTCCATTGTTCAAAATECGTTGCGC- - -------- AGATTTAGTTTCCACACCCAATABTIATATAACATATIAT - - THABAAAAGACAACAAATTATTCGATTAAAAA -
TAATTCCATTGTTCAAAATICGTTGCGC ---------- AGATTTAGTTTCCACACCCAATABT ATATAACATATIAT——TIAIAAAAGACAACAAATTATTCGATTAAAAA—
TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATARMTEIT - - - - - - - - - o o o oo o oo e e e e e e oo oo e e oo o
TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATARMTEIT - - - - - - - - - o o oo oo oo e e e e e e e e e oo o
TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATARTIT - - - - - - - - - oo oo oot
TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATARTIT - - - - - - - - - o oo oo oot
TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATABTET - - -WATATETTAT

TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATAGT T———IATATITTAT -----------------------------------
TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATARTEA - - -AATITATIIAT - - - - - - o oo oo e e e e e oo -
TAATTCCATTGTTCAAAATACGTTGCGC-----=----- AGATTTAGTTTCCACACCCAATART A———AATITATIAT ------------------------------------------------------------



End c th
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)

TE: Itr_1 family 386

size: 217bp; fragments: 52; full length: 50 (>=195.3bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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Dotplot
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