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Pairwise comparison of rpsA gene sequences from 0S-12 CSF and vitreous

multiple sequence alignment

GTGACTTCCGTTTTCTGCCCTGTACTTCCCTTCTTCGTTTTTCACCCCTGTGCATGGGGG

GTCGGCCGTTTGTGGTGCGCGGGTAGTTTGTGAAGGGCGTGATCTAACGACGGTTGTGTT
—————————————— GTGCGCGGGTAGTTTGTGAAGGGCGTGATCTAACGACGGTTGTGTT

R R R R S

TGTGGATGCGGACTTGAAGTGCTACCTTGACGCTTCTATTGAGGCGCGTGTGGCGCGTCG
TGTGGATGCGGACTTGAAGTGCTACCTTGACGCTTCTATTGAGGCGCGTGTGGCGCGTCG

RR R IRk Ik bk kb kb kb b b b b b b b I b b b b b b b b b b b b ik b b b b b b b kb b b b b b b b b b b b b b b

TTGGGCGCAGGGAACGAGCCGGTTATCGAAGCAGGAACTCGAGCAGCGCATGCGCGCGLCG
TTGGGCGCAGGGAACGAGCCGGTTATCGAAGCAGGAACTCGAGCAGCGCATGCGCGCGLG

R O R R

TGACGCACACGACAGGGCGCGCACCGTGGGGGGGCTCAGGTGTGCGCCTGATGCGCTGTA
TGACGCACACGACAGGGCGCGCACCGTGGGGGGGCTCAGGTGTGCGCCTGATGCGCTGTA

R R R R R

CGTGGATACTTCTTGCTTGACCATTGAGGAGGTTTGTGAAAGAATCGCGCGCGAGGCGCA
CGTGGATACTTCTTGCTTGACCATTGAGGAGGTTTGTGAAAGAATCGCGCGCGAGGCGCA

R R R e R

CCGCAGAGCTTTGTGGGGAGGAGAGCGTTCAGTGGAAAATCAGGAGGGGAAGGGTACACC
CCGCAGAGCTTTGTGGGGAGGAGAGCGTTCAGTGGAAAATCAGGAGGGGAAGGGTACACC

R R R R R R R R R R R R R R R R R R R R R R R

ATTGGTGCCGCGGCAGCTGCAGGAGCGGTATTCGTTTGAGGCTCCGGAACCTGGTTCTGT
ATTGGTGCCGCGGCAGCTGCAGGAGCGGTATTCGTTTGAGGCTCCGGAACCTGGTTCTGT

R R R R R R R R R R R R R R R R R R R R R R R R R R R

120

180

240

300

360

420

480

540

600

660
46

720
106

780
166

840
226

900
286

960
346

1020
406



0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-6-VF-rpsA
0S-6-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-VF-rpsA
0S-12-CSF-rpsA

0S-12-0OF-rpsA
0S-12-CSF-rpsA

TAGGATGGGGACGGTGGTTCAGGTTAATGCGGGGACGGTGTTTGTAGACATCGGGGGAAA
TAGGATGGGGACGGTGGTTCAGGTTAATGCGGGGACGGTGTTTGTAGACATCGGGGGAAA

RR R R Rk Ik kb kb b b b b b b b b b b b b b b b b b b bk b b ik kb b b kb bk Ik b b 3k kb b 3k b b b b ik i

ATCTGAAGGGCGCGTTCCAGTGGAAGAGTTTGAGGCGCCGCCGAAGGCAGGGGATGGCGT
ATCTGAAGGGCGCGTTCCAGTGGAAGAGTTTGAGGCGCCGCCGAAGGCAGGGGATGGCGT

R R R

TCGGGTGTATGTGGAGCGCGTGACGCCTTATGGCCCTGAGCTTTCCAAGACGAAGGCCGA
TCGGGTGTATGTGGAGCGCGTGACGCCTTATGGCCCTGAGCTTTCCAAGACGAAGGCCGA

R R R e R

TCGCTTGGGTTTGAAAGTTAAGTTACGTGATGCGGAGCGAGACGGGACTCCGGTTGAGGG
TCGCTTGGGTTTGAAAGTTAAGTTACGTGATGCGGAGCGAGACGGGACTCCGGTTGAGGG

KA A A A A A Ak Ak A Ak Ak Ak Ak Ak hkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkk

GAGGATCGTCCGTCTAACGGAAAAGAAGAGTGGTTTTGAAGTGGACTTGGGTGCGGGGAT
GAGGATCGTCCGTCTAACGGAAAAGAAGAGTGGTTTTGAAGTGGACTTGGGTGCGGGGAT

R R R R R R R R R R R R R R R R R R R R R

GATGGCCTTTTTACCTATCAGCCAGTCGGACTGTCAGAAAGTCGACGCGCCTGAGAGTCT
GATGGCCTTTTTACCTATCAGCCAGTCGGACTGTCAGAAAGTCGACGCGCCTGAGAGTCT

R IRk b b b b b b b b b b b b b b 3 b h I b b b b b b b b b b b b b b b b b b b b b b b b b b b b b i i

CATTGGGCTTACGTCTAAGTTCTATATCGAGCGTATATCCCAAAGCAAACAGCATCGCGG
CATTGGGCTTACGTCTAAGTTCTATATCGAGCGTATATCCCAAAGCAAACAGCATCGCGG

R IR Ik Ih b b b b b b b b b b b b b b I b Sh dh b b b b b b b b b S b b b b b b b b b b b b b b b b b b b b b i

CAACGACAACATTGTCATTAATCGACGCCGGTATTTGGAGGAGCGTGCGCGGCAGGCGCG
CAACGACAACATTGTCATTAATCGACGCCGGTATTTGGAGGAGCGTGCGCGGCAGGCGCG

R R IRk h b b b b b b b b b b b b b b I b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b i

CGAGGAGTTCTTCAATTCGGTTCATATTGAAGATTCCGTATCCGGAGTGGTTAAGAGCTT
CGAGGAGTTCTTCAATTCGGTTCATATTGAAGATTCCGTATCCGGAGTGGTTAAGAGCTT

R IRk Ih Ik b b b b b b b b b b b b b h b b b b b b b b b b b b b S b b b b b b b b b b b b b b b b b b bk i

TACGAGTTTTGGTGCTTTCATTGACTTGGGCGGTTTCGATGGCCTCCTGCATGTGAATGA
TACGAGTTTTGGTGCTTTCATTGACTTGGGCGGTTTCGATGGCCTCCTGCATGTGAATGA

RR R IRk Ik h Ik kb kb b b b b b b b b b h b b b b b b b b b b b b b b b b b b b 2k b b b kb 2k b b b b b b b ik i

CATGAGCTGGGGGCACGTGGCGCGGCCGCGCGAGTTTGTGAAGAAAGGACAAACCATTGA
CATGAGCTGGGGGCACGTGGCGCGGCCGCGCGAGTTTGTGAAGAAAGGACAAACCATTGA

RR R R IRk Ik Ik Ik kb kb b b b b b b b b b h b b b b b b b b b b b b b b b b b 2k b b 2k b b 3k 2k b 2k 3k b 2k b b b 3k ik b

GTTGAAGGTTATCCGCCTGGATCAGGCGGAGAAGCGTATCAATTTGTCCCTGAAGCATTT
GTTGAAGGTTATCCGCCTGGATCAGGCGGAGAAGCGTATCAATTTGTCCCTGAAGCATTT

R R R I i I I I I I R R I R I I I R I I I E E I e b I I b b b b b b i i

TCAGCCGGATCCGTGGCTTGAGTTTGAAAACAAGTTCGGCGTGAATGATGTGGTCAAGGG
TCAGCCGGATCCGTGGCTTGAGTTTGAAAACAAGTTCGGCGTGAATGATGTGGTCAAGGG

R IR R b b b b b b b b b b b b h E I I E b b b b E h b b b b b b I b b b b b b b b b b b b i i

GCGTGTAACGAAAATCGCTGATTTCGGTGCGTTCATTGAACTTGCTGAGGGTATCGAGGG
GCGTGTAACGAAAATCGCTGATTTCGGTGCGTTCATTGAACTTGCTGAGGGTATCGAGGG

R R IRk dh kb b b b b b b b b b b b b b I b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b 3 b i i

GCTTGCGCATATTAGTGAGTTCAGCTGGGTAAAGAAAACGAGTAAACCCAGTGACATGGT
GCTTGCGCATATTAGTGAGTTCAGCTGGGTAAAGAAAACGAGTAAACCCAGTGACATGGT

R IRk dh kb b b b b b b b b b b b b b b Sh b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b b i i

TAAAATTGGGGATGAAGTGGAGTGTATGATCCTCGGGTATGATATCCAGGCGGGACGGGT
TAAAATTGGGGATGAAGTGGAGTGTATGATCCTCGGGTATGATATCCAGGCGGGACGGGT

R IRk Ik kb kb b b b b b b b b b b b S b b b b b b b b b b b b b b b b b b b b b b b b b b 2 b b b b b b i

GTCTCTGGGGCTTAAGCAGGTAACGGCGAATCCTTGGGAGGAAATAGAGGCTCGTTATCC
GTCTCTGGGGCTTAAGCAGGTAACGGCGAATCCTTGGGAGGAAATAGAGGCTCGTTATCC

R IR Ik Ik bk kb b b b b b b b b b b b b b b b b b kb b i b b b b b b b b b b b b b b b b 3 b b b b b b b i

TGTGGGTGCGCGCTTTACGCGCCGTATCGTAAAGGTTACGAACGCAGGTGCTTTCATTGA
TGTGGGTGCGCGCTTTACGCGCCGTATCGTAAAGGTTACGAACGCAGGTGCTTTCATTGA
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R Rk Ik bk kb kb kb b b b b b b b I b h b b b b b b b b b b ik kb b b b b b kb b b b b 3k b b b b b b b ik i

AATGGAAGAGGGAATAGACGGCTTTTTGCACGTCGATGATCTGTCCTGGGTTAAGCGGAC
AATGGAAGAGGGAATAGACGGCTTTTTGCACGTCGATGATCTGTCCTGGGTTAAGCGGAC

R R R

GCGTCCTGCAGACCATGAGCTTGAGGTAGGTAAAGAAATCGAGTGTATGGTTATCGAGTG
GCGTCCTGCAGACCATGAGCTTGAGGTAGGTAAAGAAATCGAGTGTATGGTTATCGAGTG

R R R R R

TGATCCGCAAGCGCGCCGTATTCGGCTTGGTGTTAAGCAGTTGAGCGACAATCCGTGGCA
TGATCCGCAAGCGCGCCGTATTCGGCTTGGTGTTAAGCAGTTGAGCGACAATCCGTGGCA

R R R e R R

GGTGTTTGCGAACGCCTATGGGGTAGGGTCTACCGTGGAGGGGGAAGTATCTTCCGTGAC
GGTGTTTGCGAACGCCTATGGGGTAGGGTCTACCGTGGAGGGGGAAGTATCTTCCGTGAC

R R R R R R R R R R R R R R R R R R R R R R R R

GGATTTTGGGATTTTCGTGCGTGTTCCCGGTGGCGTTGAGGGGCTTGTTCGCAAGCAGCA
GGATTTTGGGATTTTCGTGCGTGTTCCCGGTGGCGTTGAGGGGCTTGTTCGCAAGCAGCA

R R R R R R R R R R R R R R R R R R R R R R R

TCTGGTTGAGAATCGGGATGGGGATCCGGGTGAAGCGCTAAGGAAATACGCAGTGGGGGA
TCTGGTTGAGAATCGGGATGGGGATCCGGGTGAAGCGCTAAGGAAATACGCAGTGGGGGA

R R R R R R R R R R R R R R R R R R R R R

CCGGGTCAAGGCAGTGATCGTAGATATGAACGTGAAGGACAGGAAGGTTGCTTTTTCTGT
CCGGGTCAAGGCAGTGATCGTAGATATGAACGTGAAGGACAGGAAGGTTGCTTTTTCTGT

R R R R R R R R R R R R R R R R R R R R R R

TAGAGACTATCAAAGAAAGGTACAGCGTGACGAGCTTTCTCGGTATATGTCCGCCCCGCG
TAGAGACTATCAAAGAAAGGTACAGCGTGACGAGCTTTCTCGGTATATGTCCGCCCCGCG

R R R R R R R R R i R R R R R R R R R R R I I

GGGGGAGGACGAAGGCTCGTTTACGCTCGGTGATTTGATGAGGCAAACGTCTGGAAAGTG
GGGGGAGGACGAAGGCTCGTTTACGCTCGGTGATTTGATGAGGCAAACGTCTGGAAAGTG

R R R I R R R R I R R R R I b I I R R R I R b b I i i
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