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MSA length = 311
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAA T A TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAAACA TGT AA T AA TGA TGCAC T AAA
AACGTGCAGAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCA T T T AACACA T TGAGGA - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCA T T AAA
AACGTGCAAGAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGCAC T A - - - - - - - - - - - - - - A TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGCGAAAA TGAA - CC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAA T A TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAAAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AC T CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAAC - - - - - - GACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT T AGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAA TGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGTGAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGTGAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGA T AA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAACAGAACGA T T AGCAACAGAAA T ACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCACGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT T AAAAACCA TGT AA T AA TGA TGCAC T AAA
AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGCCAGG - - - - - - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGAGT CAGAAACACGTGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAAC T T A T AGT CGAC T ACCGAAACGAAGAGGACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGA T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGGGGA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA T T AAA T C T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAA T ACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAAAGAGAGC T AA T AACA T CAGAAACACC T T AA TGT T AAAA T A T AA T AAAA T A T T AACAAA T AGGT A T T T T AAA T A T AA T T AA T T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGT A - - - GTGACC TGT AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAGCA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGGGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T AAAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - CAACGAGAGAGACAAAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAA - CCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGGAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - AAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCACGAAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CAAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGAGAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGACCGT CAGA T TGT AA T AAAC T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC T - GGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CA TGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAA T AAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGACAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - AAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T T AGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAAAA TGA TGCCAGGT T AAA - - - - - - - - - - GAACGCGACAGACAGAAAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGCGCAAAAGAAAGTGAAAA TGAAA T C T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - CAACGTGACAGACAAAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGGC TGT AA T AAAA T A T T AACAAA T AGGT A T T T T AAA T A T AA T T AA T T AAA
AACGTGCAAAA T AAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGA T AGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGT AAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAAAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGA T AGACAGAGAGAGT TGT T AGCGT CAGAAACACC T CAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA T AC T AAGGT AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AACGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACA T T T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGT ACAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGC T AAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGA T AACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAAAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAAGC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGT AACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGA T AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AACGTGCAAAAGAAAA TGAAAA TGAAAGC T ACAGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGA T AGAGGGA - - - - - T CAAGC - - - - - - - - - - - - - - - - - - - - - TGGGGA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAGCACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - CAACGTGACAGACAAAGAGAGT TGT T AGCGT CAGAAACA T C TGA T CA T CAGA T TGT T T T ACGT T CCC T AGT CGCCAACCC TGT T A T CGT T CGACACAA TG
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACACAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGA T AGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AAAAAAC T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCA TGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA TGA T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AA TGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGA T T AGCAACAGAAACACC TGAGCAAGA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAA - - - - - - - - - - - A TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAACCC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGCGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - T AA TGT AC TGAACAAAGAGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA TGAAA T AAACCG - - - - - - - AGAAAC TGTGCACA - - - - - - T CGC T AAG
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC T AAGAAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT T C T T AGCGT CAGAAACACC TGAGCGT CAAA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGT AC T AAA
AACGTGCAAAAGAAAGT AAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACAC T TGAGCAACGTGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T ACA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAAC TGAAACACC TGAGCAACA T AA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGTGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACACGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAA T AGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGA T AGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T A - - - - - - - - - - - - -
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGC - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCCACAGAAACACC TGAGT AACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGGAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A TGAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACACGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT CGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGA T AGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGAAGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGT ACAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT TGAC T ACAGAAACGAAGAGAACAGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAAAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAAAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGACACC T A T AGT CGAC T ACAGAAACGAAGAGAACAGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA T T AAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAACAACA TGA TGCCAGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA T ACCAGGT T AA T - - - - - - - - - - GAACGCGA T AGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGA - - - - GAAAA TGAAA T C T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - AAA T AGGGCAAGCA T ACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT T AGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AAGAA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACGTGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGT AAAAA TGAAACC T A T AGT TGAC T ACAGAAACGCAGAGAACGGT T AGCAACAGAAACACC T CAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGACAGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
AACGTGCAAAAGAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA TGCCAGGT T AA T - - - - - - - - - - GAACGCGA T AGACAGAGAGAGT TGT T AGCGT CAGAAACACC TGAGCGT CAGA T TGT AA T AAA T T A T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AACGTGCAAAACAAAGTGAAAA TGAAACC T A T AGT CGAC T ACAGAAACGAAGAGAACGGT T AGCAACAGAAACACC TGAGCAACA TGA T T CCAGC T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T TGT AA T AAA T T A T CAGGT AAAAAACCA TGT AA T AA TGA TGCAC T AAA
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TE: rnd_1_family_292.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 311bp; fragments: 773; full length: 197 (>=279.9bp)
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TE: rnd_1_family_292.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa_rc.fa
 size: 611bp; fragments: 1446; full length: 117 (>=549.9bp)
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TE: rnd_1_family_292

 size: 691bp; fragments: 1302; full length: 620 (>=621.9bp)
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