Start crop Point End crop Point

1 MSA length = 878
TTGTAGATTTATTTACTAICTTCTACGTCCCACTAGTCAACTCGCATAICCAACAATGTT
TTGTIGATTTATTTACTAGCTTCTACGTCCCACTAGTCAACTCICATACCCAAIAATGTT

T - AASEA T
CA-ARAATA
T - AASEA T

N i
ACTAGCEBTCTARGTCCCACTAGTCAATCGCATACCCAACAATGTT - -« ------- AGCTGCAACAAAAATATTATCCAACAAAGAAGACTTTIITAGCACAAAAAA
------------- ACTAGCTTCTACGTCCCATAGTCAACTCGCATACCCAACAATGTT----------AGCTGCAACAAAAATATTATCCAACAAAGAAGACTTTTJAGCcAAAAAA
TTACTAGHETTCTACGTCCCACTAGT CAATCGCABACIICAACAAT GT T - - - - cm e o e

------------------------------------------------------ CGCA- AflllcAACAABGTT
------------------------------------------------------ AqTIT.GTCCCACTAGTCAACTIGCATACCCAACAATGTT
T T TATAGAAARAT - - ACTAGITTCTACGTCCCACTAGTCAACTCGCATAC- - - - - N T

1 T ACTAGCTTCTACGTCCCACTAGTCAACTCGCATACCHAACAATGTT - --------- AGCTGIJACAAAAATATTATCCAACAAAGAAGACTTTTTAGCACAAAA
---------------------------------------------------- BractacerTeTacfrcccacTAacTCliic CGCATA.!AACAATGTT——————————————————————————————————————————————————————————
ATCHETRARC TRRAT----------- TACTAGCTTCTACGTCCACTAGT CAARTIGCATACCCAACAATGT T - - - - o c e et m ot oo oo
ATTITETTITIATAGAAAT— - - -ACTAGCTTCTA[R- - - - - ACTAGTCACTCGCATACICAACAATGTT -« --- - -- AGCTGCAACAAAAATATTATCCAACAAAGAAGACTTTTTABACAAAAAARRTTTT
------------------------------------------------------ ACTABCTTCTACGTCCCACTAGTCAACTCGCATACCCAACAATGT T-m o e s s s m o et e oo - TBAA
---------------------------------------------------- TTACTAGCTTCTACGTCCCACTAGTCAACTCGCANA ACAATGTT----------AGCTGCAACAAAAATATTATCCAACAAAGAAGACTTTTTAGCACAAAAAAIE- - TAA
CARAT - -BG ABA- - - -BABT T TT----- AATT - -ACTAGCTT§TAClfTCCCACTAGTCAACTC AEACAATITT ---------- AGCTGCAACAAAAATATTATCIAICAAAGAAGICTTTTTAGCACAAAAAAIT— - AA
GIlA T ATA--------- TTACTAGCTTCTACGTCCCACTAGT CAARTIGIATACCCAACAATGT T - - @ - o - s e e oottt
TAIM- - - -BAGHA T TBATAGAAATAR- - Af- - - CTTCTACGTCCCACTAGTCAACTCGCATACCCAACAATGTT - -« -« - - - AGCTGCAACAAAAATATTATCCAACAAAGAAJACTTTTTAGCACAAAAAA
TA AGAT TTAAAGA T TT TAAT - - - - - - - o m oo mm e o - ACTAGCTTCTACGTCCCACTAGTCAACTCGCATACCCAACAATGT T -=-=-=-~- - AGIITGCAACAAAAATATGATCCAACAAAGAAGACTTTTTAGCACAAAAAA
ACAT - - - ------ AT -=cmmmmmam o ACTAG---CTACGTCCCACTAGTCAACTCGCATACCCAACAATGT T = = = = = = = = s m s m e e m e m e m e e e e m et e m e f e i e e i e i e mieoemeaaemam o
TTABAGBAABATTTACTAGCTTCTACGTCCCACTAGTCAACTCGCATACTIAACKAT GT T - - - - - o c s m e m
----------------------- ACTAGETTCTACGTCCCACT = -~ -« -CGCATACCAACAABGTI- - - - - - v e
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After TEtrimmer ORF and PFAM domain plot
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