Start crop Point End crop Point

1 MSA length = 1970 1
CACACCGTCATTGAATAAGGTATAGGTTTTTCAGAATGTCCTAAAAAAAC---------- G-TTTTTTAGGACATTCTGAAAAACCTATACCTTATTCAATGACGGTGTG

CACACCiFﬁATTGAATAAGGTATAIGTTTTTCAGAATGTCCTAA—AAAAC —————————— GTTTTTTTAGGACATTCTGAAAAACCTATACCTTATTCAATGACGGTGTG

-AECACAG~ BT T----FT EcAREGEEATT 1 TGT T TAATCTTA

- - --CcclT ATTIAATAAGITAT TTTTTIA.ATG— CBTAABBAAAC- - - - - - - - - - GTTTTTTTAGGACATTCTGAAAAACCTATACITTATTCAATGACGGTGTG
CACACCGTCATTGAATAAGGTATAGGTTTTTCAGAATGJClTAABAAAAC- - - - - - - - - - GTTTTTTTAGGAJATTCTGAAAAACCTATACCTTATTCAATJACGGTAT
CACACCGTCATTGAATAAGGTATAGGTTTTTCAGAATGTCCTAAAAAAAC - - - - - - = - - - GTTTTTTTAGGACATTCTGAAAAAIICTATACCTTATTCAATGAGlfTGTG
CAlJACCGTCATTGAATAAGGTATAGGTTTTTCAGAATGTCCTAAAAAAAC- - - - - - - - - - GTTTTTTTAGGACATTCTGAAAAACCTATACCTTATTCAATGACGGTATG
CACACCGTCATTGAATAAGGTATIRGGTTTTTCAGAATGTCCTAAABAAAC -« - - - v m o TCTGAAAAACITATACCTTATTCAATGACGGTGTG
--------------- CACACCGTCATTGAATAAGGTATAGGTTTTTCAGAATTCCTAAAAAAAC- - - - - - - - - -GTTTJTTTAGGACATTCTGAAAAACCTATACCTTATTCAATGACGGTGTG e e e e e e e e
------------ CACACCGTCATTGAATAAGTATAGGTTTTTCAGAATGTCCTAAAAAAAC- - - -« - - - -GETTTT@TAGGACATTCTGAAAAACCTATACCTTATTCAATGACGGTGTG A = =« - = - =« o s o s o e oo o ocoie oo
------ ATTCATT - - - CACACCGTCATTGAATAAGGTATAGGTTTTTCAGAATGTCCTAAAAAAAC----------GTTTTTTTAGGACATTCTGAAAAACCTATACCTTATTCAATGACGGTGTG e e AATTTT
-TAATT - - - CACJJCCGTCATTGAATAAGGTATAGGTTTTTCAGAATGTCCTAAAAAAAC - - - - - - - - - GTTTTTTTAGEACATTCTGAAAAACCTATACCTTATTCAARGACGGTGTCCCGATATTACE- - - - - - - - - - - - - - - AATT-T
AGJcABTTTA CACACCGTCATTGAATAAGGTATAGGTTTTTCAGAATGTCCTAA-AAAAC- - - - - - = - - - ITTTTTTTJACITTCTGAAAAACCTATACCTTAT.AATGA ~ AAATTCTA- - - - - TAAATTTTATTAT AATTHT
A---ATTTTA CACACCGTCATTGAATAAGGTATAGGTTTTTCAGAATGTCCTAA-AAAAC- - - - == - - - - GTTTTTTTAGGACATTCTGAAAAACCTATACCTTATTCAATGACG - -BEAATTAAATT - - oo -
ATTCATTTCA CACACCGTCATTGAATAARITATAGGTTTTTCAGAATGTCCTAA-AAAAC- - - - - - - - - - GTTTTTTTAGGACATTCTGAAAAACCTATACCTTATTCAATGACGGTGTG

—————————————————————— CACACCGTCATTGAATAAGGTATAGGTTITTCAGAATGTCCT—A—IAAAC——————————GTTTTTTTAGGAIATTCTGAAAAACCTATACCTTATTCAATGACGGTGTG
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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