Start crop Point End crop Point

1 MSA length = 6708 1
-------------------------------------------------------------------------------------------------------------- TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA

TGTTCACGCATCTCATTAT-CTTTTTTTTTTRGTTTTCTTTAATTGGGTT - - - ==« - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCJCATTA-TCTTTTTTTTTTlGTTTTCTTTAATTGGGT T -« -« -« - - - TCAGTACTTTTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTA--TTCTTTTTTTT@GTTTTCTTTAATTGGGTT - - - ==« - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTA-TCTTTTTTTTTT®GTTTTCTTTAATTGGGTT - - - === - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
------------------------------------- TTATTCTTTTTTTTTT@GTTTTCTTTAATTGGGT T~ --=------TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
A---AT---BTGTTCACGCATCTCATTA--TTCTTTTTTTTRGTTTTCTTTAATTGGGT T ==~~~ - -- TRAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
GABAAT TGTTCACGCATCTCATTA-TCTTTTTTTTTTRGTTTTCTTTAATTGGGTT - - - ==« - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTATTTTTTTTTTTTT®GTTTTCTTTAATTGGGTT - - - ===« - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCACA
GA- - - - TGTTCACGCATCTCATTAT-TCTTTTTTTTTRAGTT@TCTTTAATTGGGTT - -« --- - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
AA-AAT TGTTCACGCATCTCATTA-TCTTTTTTTTTTRGTTTTCTTTAATTGGGTT - - - ==« - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACAEIEENAN- - - - - -
-------------------------------------------------------------------------------------------------------------- TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TAIT.ATTAAIAATTITA.TT.AIAIAIAI— -GT/BBBT TG TTCACGCATCTCATTATTTTTTTTTTTTT@CRTTTCTTTAATTGGGT T -« -« - - - - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
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-------------------------------------------------------------------------------------------------------------- TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA EREE S
TTRTARE T TRGABAFATTA TAATEGEG TG TTCACGCATCTCATTAT - - - TRTTTTTTTRGTTTTCTTTAATTGGGT T - - -« -« - - - TCAGTACTTTC-TTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACAMMGEE TH- - - - - -
-------------------------------------------------- TGTTCACGCATCTCATTATTTTTTTTTTTTBGTTTTCTTTAATTGGGTT - - - -------TCAGTACTTT-JJTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAJCA EREE
ARA - - TGTTCACGCATCTCATTA- -TTCTTTTTTTT@GTTTTCTTTAATTGGGTT - - - ==« - - - TCAGTACTTTC-TTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
ATAGT TGTTCACGCATCTHATTATETTTTTTTTTETMGTTTTCTTTAATTGGGT T - -« -« -« - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA .-
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TGTTCACGCATCTCATTA-TCTTTTTTTTTTEGTTTTCTTTAATTGGGT T~ ===~~~ - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTA--TTCTTTTTTTTHGTTTTCTTTAATTGGGT T~ ===~~~ - - TCAGTACTTTTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTAT-TCTTTTTTTTT@GTTTTCTTTAATTGGGT T~ ===~~~ - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTATTTTTTTTTTTTT@GTTTTCTTTAATTGGGT T ===~~~ - - - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTAT -TCTTTTTTTTTRGTTTTITTTAATTGGGTT -« ------- TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTAT -TCTTTTTTTTTHGTTTTCTTTABBTGGGTT - -« - -~ - TCAGTACTTTC-TTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGJAACA
R e R e TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTA--TTCTTTTTTTTRGTT@TCTTTAATTGGGTT - -« --- -~ - TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
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AATAA TGTTCACGCATCTCATTT-TTTTTTTTTTTlGTTTTCTTTAATTGGGT T -« -« -« --- TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA T
----- TGTTCACGCATCTCATTA- -TTCTTTTTTTTGTTTCTTTAATTGGGTT----------TCAGTACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
L e T TCAATATTTTCTTTTTTTCAA---TTCTCTTTTCGTTCAATTTCGCAACA T

TGTTCACGCATCTCATTA-TCTTTTTTTT---GTTTTCTTTAATTGGGTT == ===---- TCAATATTTTCHTTTTTTCAA- - -TTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTA-TCCTTTTTTT- -lGTTTTCTTTAATTGGGT T ===~~~ -~ - TCAATATTTT-TTTTTTTCAA---TTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTAT -ClTTTTTTTTTEGTTTT@TTTAATTGGGTT ==« -« -« - - - TCAGTACTTTTTTTTTTCAA- -TTCTCTTTTCGTTCAATTTCGCAACAKGIRGE 8- - - - - -
-------- TGTTCACGCATCTCATTAT-TCTTTTTTTTTWGTTTTCTTTAATTGGGTT----------TCAATATTTTCTTTTTTTCAA---TTCTCTTTTCGTTCAATTTCGCAA R
TGTTCACGCATCTCATTATTTTTTTTTTTTTMGTTTTCTTTAATTGGGT T ===~~~ - - - TCAATATTTTCTTTTTTTCAA---TTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTATTATT - - -TTTTTTTTWGTTTTCTTTAATTGGGT T~ ===~~~ - - TCAATATTTTCTTTTTTTCAA---TTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTIATTATT———TTTTTTTT GTTTTCTTTAATTGGGTT ===~ ==~~~ - TCAATATTTTCTTTTTTTCAA---TTCTCTTTTCGTTCAATTTCGCAACA
TCAATATTTTCTTTTTTTTCAA--TTCTCTTTTCGTTCAATTTCGCAACA
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TCAATATTTTCTTITTTTCAA - TTCTCTTTTCGTTCAATTTC.A.A
TCAATATTTTCTTTTTTCAA- - -TTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTAT-TCTTTTTTTTTRGTTTTCTTTAATTGGGT T--------- - TCAATACTTTCTTTTTTTTCAATTTTCTCTTTTCGTTCAATTTCGCAACA
TGTTCACGCATCTCATTATI——TTTTTTTTTIGTTTTCTTTAATTGGGTT --------------------------------------------------------------------------------------------------------------
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size: 5719bp; fragments: 129; full length: 29 (>=5147.1bp)
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After TEtrimmer ORF and PFAM domain plot
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