Supplemental Figures

Suppl. Fig. S9: Determination of half lifes for Yfrl, Yfr2 and Yfr5 through Yfr7 in Prochlorococcus MED4. The time after the addition of
rifampicin in minutes is given on top. Hybridization to 5S rRNA served as control.
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Suppl. Fig. S10: Composition of cluster 53. It contains nine sequence: 2 from MED4, 2 from SS120, 1 from MIT9313 and 4 from WH8102. Among them
are Yfr6 from MED4 and SS120. The seven other sequences each have only about 40 nucleotide positions in common with yfr6 (A). These sequences
included mMRNAs for two previously not annotated genes in MED4 and MIT9313 (PMM3822n and PMT3904n), the 5' UTR sequences for the genes
Pro0415 (in SS120), SYNW1950 and SYNW2450 (in WH 8102) as well as two more sequences in WH 8102, (27_W1i1019 and 6_W1i283), which were
not further characterized. A high sequence similarity exists only in the regions 5’ to annotated or not annotated reading frames for short peptides (possible
start codons are red). Shown is the region from a multiple sequence alignment with the top similarity. Single guanosin nucleotides experimentally
determined as initiation sites of transcription for Yfr6 and PMM3822n are shown in red, too.

Despite the localization of DNA sequence similarity in possible 5" UTR it is possible to align the derived amino acid sequences of the downstream
encoded hypothetical proteins (B).
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Pro0415 TTGTAGCGETTGCTAC A"‘CGTTCACCCTGQE—?——CH———TC . 77
PMT3904n VT CTAGCERI: CETTCACCoNEI\T oA NN, THCIC : 78
SYNW1950 : Cl oA G T eag e T AT - (e T CCG T - - - TC- - - QoG eleNE : 75
SYNW2450 : ITCleACCrAlIGCTAC G-A-[enmeNeercaoc-Hacchice-cle : 79
27 W1il019 : COTE A NE TG - (RN leTCACC - - - Cit- G- G s 77
MED4 yfreé T AGCIAlSleCCTA AN NACGTTCANC eI AN TGEARA : 79
SS120 yfré T Tacchal HﬂﬂCGTTCAECTCT-T-ﬂ--T G----Ae : 75
PMM3822n TAGCT‘TTGCTAC—‘TTTCGTTCACCTTCTTTEG ———————— AﬁFCCA@GGAACGGGGGA . 74
6 W1i283 TGTAGCTEGCGCTACCEAG-CGTTCACCTCACT----TE---TEG GECGCACET CEAINECANECCATGGAACCCECCECHFNY IS
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Pro0415 : CIMACAAAT-TAGA--G AACCIETGTTIAT : 119
PMT3904n : -TiNEGARGT-CATTTCG /NGCACGCUTCTTWAT : 122
SYNW1950 : -CI€GATTT-CTTCGAG I N@AACCCITCTGIAT : 117
SYNW2450 . -CieAGERTTGCTTCGAGEM - -/IACC- -McchNe e - - - - - - GACTCTT : 115
27 W11i1019 : -CieAGETTGCTTCGAG GACCIVAT : 117
MED4 yfre : - TATCIAC : 117
S8120 yfre : -T| ccaAc : 112
PMM3822n : --jNeGCeGT- -TTTG-TCW- CATCCARAC CTaAC : 115
6 W1i283 - GGCTC——TGC—AGEE——GCTGTGTG GTATHGG : 116
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