
A.  
68.8% identity in 141 nt overlap                                            tRNAPro |                 |ND6 

A. cinerea tRNAPro-ND6       CAACTCCCAAAGCTGGCATTTTATACTAAACTACTTTC-TGAACTCCGTACCAA-CCTAACTGCCCGAAGAGCCCCACGA 

A. cinerea NC1 (26-157)       ....C.........--...CC....---...C...CA.C.A....A.AC.T...A..C...CA...-...TA...A.A.. 
 

A. cinerea tRNAPro-ND6       GATAACCCCCGCACTAACTCTAACACAACAAACAAAGTTAACAGTAACCCTCAACCTCCCA 

A. cinerea NC1 (26-157)       A....A..T.A.......C--......G.......G.C..C..-.C.T..C..C...A.A. 
           

85.7% identity in 42 nt overlap                                               ND6| 

A. cinerea ND6               CACAAAGCATAGCCCTAAAAAAATTACAAAGTAAGTCATAGC 

A. cinerea NC1 (176-217)      .T...CT.T..A.......................C...... 
                

72.3% identity in 148 nt overlap  

A. cinerea Cytb-tRNAThr
      AGCCTCCATTACCTACTTCACAATCCTCCTAATCCTATTCC-CCATTACTGGAGCCCTAGAAAACAAAATACTAAATTAC 

A. cinerea NC2 (13-154)      .T..A..TCCG..C.....-..--.....CC....CTC...T...C.......A...-..............C...CC.. 

Cytb|    |tRNAThr 

A. cinerea Cytb-tRNAThr      TAAACCACTCTAATAGTTTATTAAAAACATTGGTCTTGTAAACCAAAGAATGAAGACTATACCCCTTC 

A. cinerea NC2 (13-154)      C...T....--..C.A....C...G.G....AAC.C..CT..............A....C....A.C. 
 

B. 
63.0% identity in 208 nt overlap 

A. purpurea ND6            CACAAAAACTACTAACATTCCACCCAGATACACCAGAAACAGCACCAGCGAAATAAAAGAAACCCCCAAACTCAACAACC 

A. purpurea NC1 (25-218)    ......CT.C..ATCA.GC....T.CC.G..G..C-...G.A.C.ACA.A.C.G.C..C.CC..A...C.AAA.TA..A. 
    

A. purpurea ND6            ACCCACACCCTACAACAGATGCCAGAACTAAACCAACAACC--CCATAATAGGGTGACGGGTTCGAAGCAACCGCTAGTC 

A. purpurea NC1 (25-218)    .T.-.......-....---.T....C..CTT..AG..CT..AA..GA..C.-----..A.AC.....A.....T.C..CT 

ND6 | 

A. purpurea ND6            CACCTAACACAAAACATAACCCTAAAAAAACTACAAAATAAGTCATAG 

A. purpurea NC1 (25-218)    ....C........-........C.....--............C..C.. 
         

68.0% identity in 153 nt overlap          

A. purpurea Cytb-tRNAThr    AACTA-GCCTCCGTCACCTACTTCATAATCCTCCTGATCCTATTCCCCATTACTGGAGCCCTAGAAAACAAAATACTAAA 

A. purpurea NC2 (12-152)    ..A..T....T.A.....C.....CC..C...A..----------....C...C.A.......-...........T...C 

Cytb |    | tRNAThr 

A. purpurea Cytb-tRNAThr    CTACTAAATTACTCTAATAGTTTACTAAAAACATTGGTCTTGTAA-ACCAAAGGATGAAGACTATACCCCTTC 

A. purpurea NC2 (12-152)    ....C...CC..C....C.AC.........-....AAC.C...T.G......A..AC..CCAC.CT....A.. 
 

C. 
76.3% identity in 76 nt overlap                                                                              tRNAPro | 

A. modesta tRNAPro         AGAAAGAGAGAGCTCAAACCTCCATCTCCAACTCCCAAAGCTGGTATTTTATACT--AAACTACTTTCTGAACTCC 

A. modesta NC1 (39-114)    ..GG.A................T.........C.........A...C.CC.....TG....CG..CC..T.C.C..      
 

68.5% identity in 143 nt overlap 
A. modesta Cytb-tRNAThr    AACTAGCCTCCATCACCTACTTCATAATCCTACTAATCCT-AT-TC-CCCATCACTGGAGCCCTAGAAAATAAAATACTA 

A. modesta NC2 (14-145)    ...ACA.......TC..-..C...C.....--.C.GC...T..G..T....C..A.A......C.....----....AA. 

Cytb |    | tRNAThr 

A. modesta Cytb-tRNAThr
    AACTACTAAACCACTCTAATAGTTTACCAAAAACATTGGTCTTGTAGACCAAAGAATGAAGGC 

A. modesta NC2 (14-145)    C.....----....C....C..C....T.........A.C.C.AC.AG......C..A..A..         
 

D. 
63.6% identity in 231 nt overlap  

|tRNAPro                                                                          tRNAPro| 

A. intermedia tRNAPro-ND6   ACTCAGAAAGAGAGAGCTCAAACCTCCATCTC----CAACTCCCAAAGCTGGCTATTTTACACTAAACTACTTTCTGAAC 

A. intermedia NC1 (18-243)   .G...A.........A.CT.......T.....ATCT...........A....-.....C..........T..C..CA.T. 

|ND6 

A. intermedia tRNAPro-ND6   TCCACACTAAACCTAACTGCCCGAAGAGCCCCACGAGATAACCCCCGCACTAACTCTAACACGACAAACAGAG--TTAAC 

A. intermedia NC1 (18-243)   .T-...TC........TCA..TA....A.T....A.A.C.......A.C.AT..AAGC.GCAC....C..TGTCC.C..G 
 

A. intermedia tRNAPro-ND6    AACAGCCC--CCAACCTCCTACTAAA-----AACATCCCCACTCCATGCGAATAAAACATAGCTACACCTC 

A. intermedia NC1 (18-243)    ....A..TAA.A..GAG.A....T..CCCCC..T.A..T...AGGCCT.C.T...C...---..T..A...  
 

63.6% identity in 129 nt overlap                                                   Cytb |    | tRNAThr 
A. intermedia Cytb-tRNAThr

   TTCCCCATCACTGGAGCCTTAGAAAATAAAATACTAAACTACTAAACCACTCTAATAGTTTACTAAAAACATTGGTCTTG 

A. intermedia NC2 (16-137)   .A....T...TCCCCA..CC.C..CTCC.G.A.AC.....--.G......C.C..C.C..C.....G.CA.AC---.C.A 

tRNAThr| 

A. intermedia Cytb-tRNAThr
   TAAACCAAAGAATGAAGACTATACCCCTTCTTAGAGT-TAGACACCCAC 

A. intermedia NC2 (16-137)   C..........G....A..C.-......-......ACC..A........ 

 
E. 
60.5% identity in 162 nt overlap 

A. ibis ND6 (324-482)        AAACTACTAACATTCCACCCAAGTACACCAAAAACAACACCAATGAGATAAAAGAAACACCCAAGCTCAACAACCATCCA 

A. ibis NC1 (2-156)          .....T.C.C.CAG...T....AAG.C...CTC.ACC...AC.GC...C...TC.TTA...-.CT.......-...G... 
 

A. ibis ND6 (324-482)        CACCCA-AC--AACAGACGCCAAAACCAAACCAACAACCCCATAGTAAGGTGACGGATTCGAAGCAACTGCCAACCCACCTA 

A. ibis NC1 (2-156)           T.A...C..TG...TT..A.--.CT...G.T.C......--...AC.GAA.CG..A.GCT..-.T......T........C. 
 

62.6% identity in 131 nt overlap                                                                                 Cytb |   | tRNAThr 

A. ibis Cytb-tRNAThr          CTACTTTACGATCCTCCTAGTCCTATTCCCTATCACTGGGGCCTTAGAGAACAAGATACTAAACTACTAACCACTCTAAT 

A. ibis NC2 (33-146)          ......-..--...-..C.AC....---........A---A.TCC.A.A.....AGC..--...C......T..C..C.. 
 

A. ibis Cytb-tRNAThr
         -AGTTTATTAAAAACATTGGTCTTGTAAACCAAAGAATGAAGACTATACCC 

A. ibis NC2 (33-146)         C.A..C.CC........CAAA.----G.......-...A..A..C.CG... 
 

 


