Supplementary Data 10

Oligomer (8-mer) sequences, found by Regulatory Sequences Analysis Tool (RSAT; http://rsat.scmbb.ulb.ac.be/)[1] oligo-analysis tool, over-represented in either 300nt of downstream-sequences of stumpy form or slender form polysomal transcriptsa.
























a Using RSAT oligo-analysis, a background model of oligomer (8-mer) sequence occurrence frequency was created from 300nt downstream-sequences for genes on Chromosomes 1 and 2. This was used to identify over-represented 8-mers in the 300nt downstream-sequences of genes enriched in either stumpy form or slender form polysome-associated RNA. The over-represented 8-mers were then compared to find unique 8-mers present in each dataset.
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Sequence Expected frequency Occurance E-value
Enriched in stumpy-form polysomal transcripts

attattat 3.0365E-07 39 7.00E-95
tttgtttg 3.0365E-07 39 7.00E-95
aagaaaag 3.0365E-07 38 6.10E-92
tattatta 3.0365E-07 38 6.10E-92
gtttttgt 3.0365E-07 37 5.20E-89
ttattgtt 3.0365E-07 37 5.20E-89
ttgttttg 3.0365E-07 37 5.20E-89
tatatatt 3.0365E-07 36 4.20E-86
Enriched in slender-form polysomal transcripts

ctecttttt 3.0365E-07 47 1.00E-120
tctetttt 3.0365E-07 47 1.00E-120
tcecttttt 3.0365E-07 42 2.00E-105
tgtgtgtt 3.0365E-07 42 2.00E-105
ttcetttt 3.0365E-07 42 2.00E-105
tttttaaa 3.0365E-07 42 2.00E-105
gttttgtt 3.0365E-07 41 2.00E-102
actttttt 3.0365E-07 39 2.00E-96
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ctcttttt 3.0365E-07 47 1.00E-120
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Comparison unique seqs

		SPvST		4Pv4T

		sequence		sequence

		aagaaaag		actttttt

		attattat		ctcttttt

		gtttttgt		gttttgtt

		tatatatt		tccttttt

		tattatta		tctctttt

		ttattgtt		tgtgtgtt

		ttgttttg		ttcctttt

		tttgtttg		tttttaaa

		(for both these are the seq.s that were not found in the other's results)





Table for thesis

				Sequence		Expected frequency		Occurance		E-value

				Enriched in stumpy-form polysomal transcripts

				attattat		0.0000003036		39		7.00E-95

				tttgtttg		0.0000003036		39		7.00E-95

				aagaaaag		0.0000003036		38		6.10E-92

				tattatta		0.0000003036		38		6.10E-92

				gtttttgt		0.0000003036		37		5.20E-89

				ttattgtt		0.0000003036		37		5.20E-89

				ttgttttg		0.0000003036		37		5.20E-89

				tatatatt		0.0000003036		36		4.20E-86

				Enriched in slender-form polysomal transcripts

				ctcttttt		0.0000003036		47		1.00E-120

				tctctttt		0.0000003036		47		1.00E-120

				tccttttt		0.0000003036		42		2.00E-105

				tgtgtgtt		0.0000003036		42		2.00E-105

				ttcctttt		0.0000003036		42		2.00E-105

				tttttaaa		0.0000003036		42		2.00E-105

				gttttgtt		0.0000003036		41		2.00E-102

				actttttt		0.0000003036		39		2.00E-96
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