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AGGCCGTATTCCTTGCAAAACCAGGTGAACCAGACCIGTAAAGTACGT - --------- AAGGTAAGCAACGGAATACAGCCTAA - - = = = = mmmmmm e e e e e e e o
AGGCCGTATTCCGTTGCAAAACCAGGIJGAACCAAICCGGTAAAGTACGGT - - - - - - - - - - AAGGTAAGCAACGGAATACAGCCTTA TTTATCAAAAATCTATATAGT
AGGCCGTATTCCITTIiIAAACTAGTTGAAICAAACCGGTAAAGTACIGT ---------- AAGGTAAGCAACIGAATACAGCCTTA ----- AAATCATTATAAT
AGGCCGTATTCCGTTGAAAACTAJGTGAACCAGACCGGTAAAGTACGGT - - - - - - - - - - AAGGTAAGCIRACGGAATACAGCCTARTTIET - - - - - - === oo - oo -
AGGCCGTATTCCGTTGCAAAACCAGGTGAACIAGACCGGTAAAGTICGGT ---------- AIGGTAAGCAACGGAATACAGCCTTA
AGGCCGTATTCCGTTGCAAAACCAGTTGAACCAGACCGGTAAAGTACGGT - - - -~~~ - - AAGGTAAGCAACGGAATACAGCCTAA
AGGCTGTATTCCGTTGCAAAACCAGGTGAACCAGAICGITAA.TACGIT ---------- AAGGTIAGCAACGGAATACAGCCTTA

TTTTHAAAAA
ATCT AIAAAAC
STTT AAAIAIC

AGGCCGTATT-------- AACCAGGTGAACCAGACCGGTAAAGTACGGT == === == - - - AAGGTAAGCAACGGAATACAGICTTARBT - - - - - - - - - - =« - s o m e oo e o -
----- GTATT--------BAACCAGGTGAACCAGACIGGTAAAGTACGGT - - --------AAGGTAAGCAACGGAATACAGHCTTA e
ATTCCGTTGCAAAACCAGGTGAACCAGACCGGTAAAGTACGGT === ===« - - - AAGGTAAJJCAACGGAATACAGCCTTA TTTATCGAAAATCATTATAAT

TATTICITT-AAAITA-GAACCAAACCGGTAAAGTACGGT ---------- AAGGTAAGCAA.GAATACAGCCTAA T--ATCAAAAGTTATTATAAT
AGGCTGTATTCCGTTGCAAAACCAGTTGAACCAGACCGGTAAAGTACGGT = = = = = = = = - - AAGGTAAGCAACGGAATACAGCCTTA - - - - & o o m e e e e e e e de e e e oo
AGGITGTATTCCGTTGCAAAAICAGGTGAACCAGACCGGTAAAITACGGT ---------- AAGITAAGCIAIGGAATACAGCITTA-ATGAA --------------- TTTTTT-CAGA
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TE: nd_1_famiy 105 Before TEtrimmer 783 bp

size: 783bp; fragments: 3696; full length: 1140 (>=704.7bp)
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After TEtrimmer ORF and PFAM domain plot
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