
Supporting Figure S7: patS upstream sequences      

Organisma                                                                                              Upstream sequenceb                                                                                                               patS   DIF1 scorec 

 

 Nos21 AATCTTTTAACCTTTCTCAACTAGTCTTTTGTGTTCAACTATCCGGATTTTTCCGC-TAAAAAAAGAAGAGAATTAATAGGG ...(562)...CCATTGATTTTTGAATAATGAAGGCAGCAATGTTA 5.2   
 Nos7107 AATCTTTTAACCTTTCTCAACTAGTCTTTTGTGTTTAACTATCCGGATTTTTCAGC-TAAAAAATGAAGAGAATTAATAGGG ...(567)...TCATTGATTTTTGAATAATGAAGGCAGTAATGTTA 5.4   
 Nos7524 CATGATTTAACTTGTCTCCGTTAGCTTTTTGGGATTAACTATCCGGATGTTTGAGC-AAATAACTGTAGAGAAC-AATAGGT ...(570)...CATTGATTTTGGGATTAAAGCAGATAACTATGTTA 5.5   
 Nos3756 AAGCCTTTTACTTACCCCGATGAGCTTTTTGCATATAACTATCCGGATTTTTTAGC-ACTTAACTGTAGAGAAA-AGTAGGG ...(580)...TCACCGATTTTACGATTATGAAGGCAATTATGTTA 5.8   
  Ana29413 AAGCCTTTTACTTCTCCCCATTAGCTTTTTGCATTTAACTATCCGGATTTTTTACC-AAATAACTGTAGAGAAA-AATAGGG ...(559)...TCACCGATTTTAAGATTATGAAGGCAATTATGTTA 5.8   

   Ana7120 AAGCCTTTTACTTCTCCCCGTTAGCTTTTTGCATTTAACTATCCGGATTTTTTACC-AAATAACTGTAGAGAAA-AGTAGGG ...(559)...TCACCGATTTTAAGATTATGAAGGCAATTATGTTA 5.8 
   CylS7417 ATATTGAACTAGCAATTAAGGAAATTTTTCCTCTGTTAGTTTCCTGTTTTATCCCTCTACTAGCTGTAGATAGTTTTCAGAA     (0)      ACTTTTAGATACATTGGGGAATATTTTGTGAGC  -   

   Nos29133  TGTTGTTTAACTTTTTTCTACTAGCTTTGACTGCTAAATAATCCAGATTTGTTCTCTTAATGAGAGTAGAGAACCAATCAGG ...(133)...TTTTTCACTTATTTTGGGTTGAGATAACAATGTTA 3.1 (8.5) 

   Nod9414 AAGATCTAACTTTTAACTACAATTTTTTTTGTATTTAACTATCCGGATTTTTTCTCTAAATAACTGTAGAGAATTAGTAGGG ...(595)...TCATTGATTTTTGGATAATGAAGACAACAATGTTA  6.3   
   Tol7601  ...ATTTAGCAAACAAATTAAGGAAGGCTAGAATGTTA 2.5 (<2)  

   Cal7507  ...TCACTCATTCTTGAATAATTAAGATAACAATGTTA 2.3 (3.1)  
   Mch7126 ATACCTTTAAAGATTTCCGACCACCTATGGGTATTCCACTATCTGCAATTTTTATTTGCACAATTATAGAAAATTCGGCAAA ...(581)... TGATTAATTTTTGAATAAAAAAGATAACAATGCTA 2.9 (4.1) 

 Has12170  ...AAAATATTTAGTAAAAGCTGGTAACTAAAATGACA 2.5 (<2) 
   Tol9009  ...AAAATGGCTAATAAAAACTGGTAACTAAAATGACA 2.1 (<2) 
  Cal336-3 TGTGCAGAGTATATTCTCGGCAAAATTTCGGTGTTTAACTCTCCGGATTCACACATTAAACAATCGTAGAGAAGTAATACAG ...(243)...CACAGTATTTTATTGAGTTGAGATAGCCAATGTTT  4.2  
   Cal6303 TGCTGTACTCGTATATTTACATATCTAAATAAAACTATATTTCCGGATGATTACTGATAATCACAGTTTATTAGTATGTAAC ...(717)...AACATAGTTTTATCTGTAGAAGGAGTAAAATGATT  4.9  
   Cal7103 CTACCAGTTCGGAGAATTCTTTAAAAACAGTCAAAAAAAAATCCTGATTGCACAAGAGCCAGGGTGTAATTGGACTTGATGT  ...(86)...AACTATTAATTAAAATCGAGGAAAGAAAAATGATG  5.4  
   Chl6912 TTGCTATTTAAATTGTATTCATAAATTTCAGTGTTTAAGAATCCGGATTTATTGCC-CAAACTTTGTAGAGAATGAATACGG ...(236)...GCAACAATATTTGGGTAAGAGGAATAACCATGGAA  4.8  
   Chl9212 TTGCTATTTAAATTGTATTCATAAATTTCAGTGTTTAAGAATCCGGATTTATTGCC-CAAACTTTGTAGAGAATGAATACGG ...(234)...GCAACAATATTTGGGTAAGAGGAATAACCATGGAA  4.8  
   Fis3754 AGTGGTTTAACTTTTATCAGCTAAATTTCAGTGTTTCACTATCCGGATTTAATGTC-TGAGTTTTGTAGAGAATGAATACGT ...(444)...GTCAATAAATTTAGATAAGAGAGTTAACAATGCTA  5.1  
       Fis7521 AGTGGTTTAACTTTTATCAGCTAAATTTCGGTGTTTCACTATCCGGATTTATTGTG-ATTTATTACATTTTCATTGGCAACA  ...(77)...GTCAATAAATTTAGACAAGAGAGTTAACAATGCTA  3.1 (3.4) 

   Fis9339 ATGGTTTAACTTTATATCAACTAAATTTAAGTATTTCAAAATCCGGATTTCATTGA-GAAATTTTGTAGAGAATGAATACGG ...(443)...ATCACTAAGTTTAGGTAAGATAAATAACAATGGTA  4.6  
    Hap220 ATGGTTTAAGTTTATATCAACTCAATTTAGGTATTTCAAAATCCGGATTTGTTTTA-TAAATTTTGTAGAGAATGAGTAAAT ...(437)...ATCACCTAGTTTAGATAAGAGAAATAATAATGCTA  4.6  
   Scy7110  ...AATATTTGTAAACAATACTTGGTAAAAAAATGACA 3.3 (<2) 
 Tol521301  ...ATATTTGTAAACAATACTTGGTAAAAAAAATGACA 2.2 (<2) 

 Scy61278  

  Mas10914  ...TAATTTTCGAAGTCATGGGTGTAATCAAGATGAAA 2.0 (<2) 
 Tol511288 AGAGGGTTGCGGTGATGTTCTTCGTTTTTTATAAGTATTAATCCGGACATAATATA-AGCCTTTAAACGTATTGAGTAAAGA ...(126) ...AAAAATGTAAGTGAGGTTTGGTAATTAAGATGACT 3.1 (<2) 
   RicHH01  ...AGACAATCAGCCATTCATCATATATCAATATGTTA 3.2 (<2) 
   Riv7116  ...TAGTATAAAATAATTCCTTGAAATTCAATATGTCT (<2)(<2)  
       Mas008   ...TTAAATTTAGATTTGGGACATACATAATCATGAGA 3.2 (<2) 

------------------------------------------------- 
a  Organism nicknames are associated with the full names in Fig. 3A.  
b  Highlighting conventions are the same as in Supporting Fig. S5. In addition, possible translational start codons are rendered in red font. Sequences 

that are rendered in gray font are of interest but did not pass the DIF1 score threshold. The nucleotide frequencies are shown graphically in Fig. 

7A. 
c The primary DIF1 score is calculated from a PSSM using the 54 DIF1 regions shown in Fig. 4 as the training set, on a log base 10 scale. The 

secondary DIF1 score (in parentheses) is calculated from a PSSM using the DIF1 regions upstream from patS genes shown above with primary 

DIF1 scores better than 4. A hyphen indicates the analysis wasn't done for that sequence.  




