Supplemental files – README

IRES files in fasta format are cellular-ires-utr.seq, cellular-ires-atg.seq, viral-ires-utr.seq and viral-ires-atg.seq.  “-UTR.seq” files have the full 5’UTR where possible, while “-atg.seq” files have the minimal IRES where possible and have the same coordinates as Table 1 and 2 in Baird et. al. “Searching for IRES” review.  See field 3 below for definition line description whether sequence is full UTR or not.

Definition line structure for IRES database

FASTA format:

>gi|28290426 (306-409)|xiaphs-atg|1 10559907|0|2 10848591,3 12482981

AATTAGAATGTTTCTTAGCGGTCGTGTAGTTATTTTTATGTCATAAGTGGATAATTTGTT

AGCTCCTATAACAAAAGTCTGTTGCTTGTGTTTCACATTTTGGATTTCCTAATATAATGT

TCTCTTTTTAGAAAAGGTGGACAAGTCCTATTTTCAAGAGAAGATG

>gi|”gi number”|”filename”|”is it a fragment? Activity?”|”initiation factors”|”RNA binding proteins”

1.“gi number” – Genbank Identifier number (unique)and base positions used from the sequence eg. 341201 (899-1049)
2.”filename” so we can guess what the sequence is from a blast output rather than just see a gi number. UTR generally means full 5’UTR but can be only published UTR.

3.”is it a fragment? Activity?” – partial fragments of IRES have partial activity

- 0 = full 5’UTR from base 0 to 50 bases after AUG 

- 1 = minimal IRES sequence which will give full activity + PMID e.g. 1 96149249

- 2 = partial IRES sequence and activity relative to full length UTR + PMID. E.g. 2 85 10559907

4.”initiation factors” – shown empirically to be used by the IRES + PMID (this field is not uptodate)

0 = not known

1 = eIF4G (and PMID)

2 = eIF3

3 = eIF2

4 = eIF4A

5 = eIF4G

6 = GEF (guanine nucleotide exchange factor)

7 = eIF4B

8 = eIF2B gamma?

9 = eIF2 gamma

· add on new numbers with new data

5. ”RNA binding proteins” – like “initiation factors” entry + PMID (this field is not uptodate) 

0 = not known

1 = polypyrimidine Tract binding protein PTB

2 = La Autoantigen

3 = hnRNPC1/C2

4 = DAP5/p86

5 = UNR (upstream of N-ras)

6 = p60

7 = PCBP1 = HnRNPE

8 = HuR

9 = PCBP2

10 = unrip = ITAF45

11 = HnRNPK

12 = ITAF45

13 = p25

14 = p57

15 = gag

16 = hnRNPA1

Definition line











