Additional file 9

Figure S3. Conserved sequences associated with ItrA in ‘Ca. Phytoplasma australiense’. Yellow colouring indicates exact nucleotide match and
blue colouring is greatest consensus match. (A) Graphical representation of the 5’ Untranslated Region (UTR) (607 bp), Open Reading Frame
(1746 bp) and 3> UTR (143 bp) of SLY; (B) line-up of the approximately the 5" most 90 bp of the 5" UTR showing the boundary of the
conserved sequence; (C) alignment of c. 150 bp of the 3' UTR. Lowest sequence of the alignment represents the 3’ end of the ItrA ORF.
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CAAAGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT!
CAARGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT
CAAAGAAGCCCACTTTATCGTGARATCTAACCAATTTCCAGT
CAAAGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT!
CAAAGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT

CARAGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT
CARAGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT
CAAAGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT
CAAAGAAGCCCACTTTATCGTGAAATCTAACCAATTTCCAGT
TGGGCGACARAGAAGCCCACTTTATCGTGARATCTAACCAATTTCCAGTGACGATARACACTGARRAGCAGA'
AGGGCGECARAGARGCCCACTTTATCGTGRARATCTARCCAATTTCCAGTGECGATARACACTGARAGCAGA
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SLY039(1748) ACACAGTTAR
SLY051(1737) ACACAGTTAR
SLY814(1737) ACRCRAGTTAR
PADO32(1668) ACACAGTTAR
SLY432(1737) ACRCAGTTAR
PAD295(1738) ACACAGTTAR
PADG22 (720) ACARCAGTTAR
PAAB3(1578) ACRACAGTTAR
PAD212(1612) ACACAGTTAR
SLY746(1647) ACACAGTTAR
PAQO259 (279) ACACAGTTAR
PAD100(1747) ACACAGTTAR
SLY793(1738) BCACAGTTAR

SLY_039(1749) ACACAGTTAR—— ———
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