
All images in this document use the Vienna RNA conservation coloring scheme. Colors indicate
the number of nucleotide combinations, out of the six possible base pairs, in the underlying alignment
that are involved in forming predicted base-pairs (red = 1, yellow = 2, green = 3, cyan = 4, blue = 5,
purple = 6). Pale colors are used for the case that some sRNAs do not form a base-pair.

RNA Family Model of SmelA001. (a) Alignment of RFMSmelA001 sequences (SCI = 0.97);
(b) Consensus secondary structure (minimum free energy -10.65 kcal/mol) for the alignment
shown in (a).

(a)

..(((..(((((.((((((.....))))))))))))))...............
RNA1 AUGCUGGUCGGACGGGCAUGACGAGUGUUUUCUGAGGCUGCUAUAAGCUAUUG 53
RNA2 AUGCUGGUCAGACGGGCAUGACGAGUGUUUUCUGAGGCUGCUAUAAGUUAUUG 53
SmelA001 AUGCUGGUCGGACGGGCAUGACGAGUGUUUUCUGAGGCUUCUAUAAGUAAUUG 53
ruler ........10........20........30........40........50...
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RNA Family Model of SmelA003. (a) Alignment of RFMSmelA003 sequences (SCI = 0.73);
(b) Consensus secondary structure (minimum free energy -32.39 kcal/mol) for the alignment
shown in (a).

(a)
.........((((((...............))))))..............(((((((.(((((.(......................)))))))))))))

RNA1 UCA-CUUUCGAGCGG--CGAC--C--C-AGCCGCUUGG-GUGAGUGA-UGACCUCAC-AGCUG-UG-AAG-AAU-GC-CCCUUCUCCGCAGCUCUGAGGC  84
RNA10 UCA-CCC-CGAGCGGC-CGCCGUCG-CUCGCCCCUUGG-GUGAGUGA-UGGGCUUAG--GUUG-UA-AAA-A-UCGUCCCCUUCUCCACGGCUCUGAGGC  88
RNA11 UCA-CCC-CGAGCGGC-CGCCGUCG-UUAGUCCCUUGG-GUGAGUGA-UGGGCUUAG--GUUG-UA-AAA-A-UCGUCCCCUUCUCCACGGCUCUGAGGC  88
RNA12|SmelB046 UUA-CGUCCGAGCGUC-GGCC-UCGU--C---GCUCGAAGUGAGUGG-UGCCUCAGG-GCUGCAUA-GU----UCGU-CCCUUCU-GGGCAGCCCUGAGG  83
RNA13 UCA-CCCCCGAGCGGC-CCCC-UCGUC-AGCCGCUCGU-GUGAGUGAGUUCCUCAGC-GCUGC-CUUGCA---UUGU-CCCUUCU-AGGCAGCGCUGAGG  88
RNA14 UUA-CGUCCGAGCGUC-GGCC-UCGU--CGA-GCUCCAAGUGAGUGG-UGCCUCAGG-GCUGCAUA-GU----UCGU-CCCUUCU-GGGCAGCCCUGAGG  85
RNA15 UCAGC-CC-AAGCGGC-A--C-UCGUC-AGCCGCUCGG-GUGAGUGA-UGCCUCAGA-GCUGC-CC-GCA---UCGU-CCCUUCU-AGGAGGCUCUGAGG  83
RNA16 UCA-CCCCCGAGCGGCCCCCC-UCGUC-AGCCGCUCGA-GU--GUGG-UACCUCGGA-GCUGC-AU--AA---UUGU-CCCUUCA-AUGCAGCCCUGAGG  84
RNA17 UCA-CCCCCGAGCGGCCCCCC-UCGUC-AGCCGCUCGA-GU--GUGG-UACCUCGGA-GCUGC-AU--AA---UUGU-CCCUUCA-AUGCAGCCCUGAGG  84
RNA18 UCA-CCCCCGAGCGGCCCCCC-UCGUC-AGCCGCUCGA-GU--GUGG-UACCUCGGA-GCUGC-AU--AA---UUGU-CCCUUCA-AUGCAGCCCUGAGG  84
RNA19 UCA-U-GCCGGGCGGC-AACC-UCGUC-GGCCGCUCGU-GUGAGUGA-UGCCUCAGA-GCUGC-CC-GCG---UCGU-CCCUUCU-AGGAAGCUCUGAGG  85
RNA2 UCU-CGUCCGAGCGGCACCCC-UGG-C-GGCCGCUUGC-GUCAGUGA-UCGCCUCAG-AGCUG-CA-AAG-UUU-GU-CCCUUCGCCGCAGCUCUGAGGC  88
RNA20 UCA-C-CCGGAGCGGC-AUUC-UCGUC-UGCCGCUCGU-GUGAGUGA-UGCCUUAGA-GCUCC-CC-GCG---UCGU-CCCUUCU-GGGAAGCUCUGAGG  85
RNA21 UCA-C-CCGGAGCGGC-AUUC-UCGUC-UGCCGCUCGU-GUGAGUGA-UGCCUUAGA-GCUCC-CC-GCG---ACGU-CCCUUCU-GGGAAGCUCUGAGG  85
RNA22 UCA-U-GCCGAGCGGC-AACC-UCGUC-AGCCGUUCGU-GUGAGU-AGUGCCUCAGA-GCCGC-CG-GCG---CCGU-CCCUUCU-UGGCAGCUUUGAGG  85
RNA23 UCA-C-CCGGAGCGGC-AUUC-UCGUC-UGACGCUCGU-GUGAGUGA-UGCCUUAGA-GCUCC-CC-GCG---UCGU-CCCUUCU-GGGAAGCUCUGAGG  85
RNA24 UCA--CUCCGAGCGGC-ACCC-UCGUC-CGCCGCUCGG-GUGAGUGAAUGCCGCGGGACUGCC-CGAGC-----CGA-ACCUUC--CGGACAGCCCGAGG  85
RNA3 UCA-GUCCGGACGGC----AC-UCGUC-A-GCCGCUCG-GUGAAUGA-UGCCCUCAG-AGCUG-CACAAGCA---GU-CCCUUCUACGCAGCUUUGAGGC  84
RNA4 UCA-CCCUCGAGCGG--CGAC--C--C-AGCCGCUUGG-GUGAGUGA-UGGCCUCAG-AGCUG-UA-AAG-AUU-GU-CCCUUCUCCGCAGCUCUGAGGC  84
RNA5 UCA-CCCUCGAGCGG--CGAC--C--C-AGCCGCUUGG-GUGAGUGA-UGGCCUCAG-AGCUG-UA-AAG-AUU-GU-CCCUUCUCCGCAGCUCUGAGGC  84
RNA6 UCA-G-CCCGAGCGGC---AC-UCGUCAA-CCGCUCGG-GUGAGUGA-UGCCCUCAG-AGCUG-CACAAGUA---GU-CCCUUCUACGCAGCUUUGAGGC  85
RNA7|SmelC441 UCA-CCCUCGAGCGG--CGAC--C--C-AGCCGCUUGG-GUGAGUGA-UGGCCUCAG-AGCUG-UA-AAG-AUU-GU-CCCUUCUCCGCAGCUCUGAGGC  84
RNA8 UCA-CCC-CGAGCGGC-CGCCGUCG-CUAGCCCCUUGG-GUGAGUGA-UGGGCUUAG--AUUG-UA-AAG-A-UCGUCCCCUUCUCCACGGCUCUGAGGC  88
RNA9 UCA-GUCCGGGCGGC----AC-UCGUC-A-GCCGCUCG-GUGAAUGA-UGCCCUCAG-AGCUG-CACAAGCA---GU-CCCUUCUACGCAGCUUUGAGGC  84
SmelA003 UCA-CUUUCGAGCGG--CGAC--C--C-AGCCGCUUGG-GUGAGUGA-UGACCUCAG-AGCUG-UG-AAG-AAU-GC-CCCUUCUCCGCAGCUCUGAGGC  84
RNA25 ACG--ACCAAGGCGGC-ACCC-UCGUC-AGCCGCU-GCGGCGCCUGA--AGGUCCCG-GAGCC-AACGCG-A-UUGU-CCCUUCUAAACGCUCCGGGACC  87
RNA26 ACG--ACCACGGCGGC-AUCC-UCGUC-AGCCGUCCACGUCGUCUGA--AGGUCCCG-GAGCC-AACGCG-A-UUGU-CCCUUCUAAACGCUCCGGGACC  88
RNA27|SmelC144 ACG--ACCACGGCGGC-AUCC-UCGUC-AGCCGUCCACGUCGUCUGA--AGGUCCCG-GAGCC-AACGCG-A-UUGU-CCCUUCUAAACGCUCCGGGACC  88
RNA28 ACG--ACCACGGCGGC-AUCC-UCGUC-AGCCGUCCACGUCGUCUGA--AGGUCCCG-GAGCC-AACGCG-A-UUGU-CCCUUCUAAACGCUCCGGGACC  88
ruler ........10........20........30........40........50........60........70........80........90.......100

.......
RNA1 U-CCAUU  90
RNA10 U-CCACC  94
RNA11 U-CCACC  94
RNA12|SmelB046 CAGUACC  90
RNA13 C-UCUCU  94
RNA14 CAGCACC  92
RNA15 C-GC-C-  87
RNA16 C-CCACC  90
RNA17 C-CCACC  90
RNA18 C-CCACC  90
RNA19 C-GC-C-  89
RNA2 U-UCACG  94
RNA20 U-GCGCA  91
RNA21 U-GCGCA  91
RNA22 C-GCACU  91
RNA23 U-GCGCA  91
RNA24 C-GCACU  91
RNA3 G-CCACC  90
RNA4 U-CCACC  90
RNA5 U-CCACC  90
RNA6 G-CCACC  91
RNA7|SmelC441 U-CCACC  90
RNA8 U-CCACC  94
RNA9 G-CCACC  90
SmelA003 U-CCACU  90
RNA25 U-UCC-U  92
RNA26 U-UCA-U  93
RNA27|SmelC144 U-UCA-U  93
RNA28 U-UCA-U  93
ruler .......110
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RNA Family Model of SmelA014. (a) Alignment of RFMSmelA014 sequences (SCI = 1.01);
(b) Consensus secondary structure (minimum free energy -54.90 kcal/mol) for the alignment
shown in (a).

(a)
.(((((((...((((((......((.((((((.....))))))))..))).)))...))))))).((((((((((((((.....)))..)))))))))))

RNA1 AUCACCCAAUUCAACGACUGUCUGCAGUGACGAUGAUCGUCGCGC-UUCGUUUGUCGUGGGUGAACGAGGGCGCUCCCCAUGACGGGUUGAGCGCCCUCG  99
SmelA014 AUCACCCAAUUCAACGACUGUCUGCAGUGACGAUGAUCGUCGCGCUUUCGCUUGUCGUGGGUGAACGAGGGCGCUCCCCAUGACGGGUUGAGCGCCCUCG 100
ruler ........10........20........30........40........50........60........70........80........90.......100

....
RNA1 GCUU 103
SmelA014 GCUU 104
ruler .......110
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RNA Family Model of SmelA018. (a) Alignment of RFMSmelA018 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -25 kcal/mol) for the alignment
shown in (a).

(a)
...............((.(((((((....(.....)..((((..(((((..((((...))))...))))).))))))).)))))).....

RNA1 ACGAUAAAACUUGAUAGUACCGGGCAUGACAGAAUGGACGGCAAGAGGAAACUGCUAUGCAGGGCUCCUCAGCCGGCUACGGUCUCACGC 90
SmelA018 ACGAUAAAACUUGAUAGUACCGGGCAUGACAGAAUGGACGGCAAGAGGAAACUGCUAUGCAGGGCUCCUCAGCCGGCUACGGUCUCACGC 90
RNA2 ACGAUAAAACUUGAUAGUACCGGGCAUGACAGAAUGGACGGCAAGAGGAAACUGCUAUGCAGGGCUCCUCAGCCGGCUACGGUCUCACGC 90
ruler ........10........20........30........40........50........60........70........80........90
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RNA Family Model of SmelA019. (a) Alignment of RFMSmelA019 sequences (SCI = 0.98);
(b) Consensus secondary structure (minimum free energy -32.80 kcal/mol) for the alignment
shown in (a).

(a)
...((((...(((.(((((....))))))))...))))...((((.(((.....))).))))..((.(((((..........))))).)).......

RNA2 AUGGGAGAUUCGAUGCAGCGGGGGCUGCUCGUACCUCCACGGUCCAGCUGCUUAAGACGGACAACGGUGCUGAUCUGGUGCACAGCAACGGGAAUUC 97
SmelA019 AUGGGAGAUUCGAUGCAGCGGGGGCUGCUCGUACCUCCACGGUCCAUCUGCUUAAGACGGACAACGGUGCUGAUCUGGUGCACAGCAACGGGAAGUC 97
RNA1 AUGGGAGAUUCGAUGCAGC-GGGGCUGCUCGUACCUCCACGGUCCAUCUGCUUAAGACGGACAACGGUGCUGAUCUGGUGCACAGCAACGGGAAGUC 96
ruler ........10........20........30........40........50........60........70........80........90.......
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RNA Family Model of SmelA020. (a) Alignment of RFMSmelA020 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -44.50 kcal/mol) for the alignment
shown in (a).

(a)
...(((((......((((((((..((.(((((((....)))))))..))..)).)))))).))))).((((((((((.(.((....).)..).)))))))

RNA1 ACUACCCGUAAUCAAUGACUACCUGCAGCGAUGGAACUCUGUCGCGCGUUCGUAAGUCGUCCGGGUCCGAAGGGCGCUCCCCGAAAGUGUCGUGCGCCCU 100
SmelA020 ACUACCCGUAAUCAAUGACUACCUGCAGCGAUGGAACUCUGUCGCGCGUUCGUAAGUCGUCCGGGUCCGAAGGGCGCUCCCCGAAAGUGUCGUGCGCCCU 100
RNA2 ACUACCCGUAAUCAAUGACUACCUGCAGCGAUGGAACUCUGUCGCGCGUUCGUAAGUCGUCCGGGUCCGAAGGGCGCUCCCCGAAAGUGUCGAGCGCCCU 100
ruler ........10........20........30........40........50........60........70........80........90.......100

)))..
RNA1 UCGUC 105
SmelA020 UCGUC 105
RNA2 UCGUC 105
ruler .......110
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RNA Family Model of SmelA022. (a) Alignment of RFMSmelA022 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -56.20 kcal/mol) for the alignment
shown in (a).

(a)
.........(((((((((..((((.((((((....))).)))(((((((......)))..))))..)))).)))).)))))..(((...((((((..(((

RNA1 GAGGUUAGGGAGGGUGCCAUGGUCCUGGUCACACAUGAUCCAAGCCGGCAGAGUUGCCAAGGCUCCGACUCGGCGUCCCUCAUUGCAUCUGUCCGUUGCG 100
SmelA022 GAGGUUAGAGAGGGUGCCAUGGUCCUGGUCACACAUGAUCCAAGCCGGCAGAGUUGCCAAGGCUCCGACUCGGCGUCCCUCAUUGCAUCUGUCCGUUGCG 100
ruler ........10........20........30........40........50........60........70........80........90.......100

(((..(((.(....))))...))))((..((((.....))))..)).))..))))))...)))..
RNA1 CGAUUGCAUCGGAAGUGCCAUUCGCCGUGACGAAUUUAUCGUACCGUGUUUUGGGCGACAGCAUU 165
SmelA022 CGAUUGCAUCGGAAGUGCCAUUCGCCGUGACGAAUUUAUCGUACCGUGUUUUGGGCGACAGCAUU 165
ruler .......110.......120.......130.......140.......150.......160.....
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RNA Family Model of SmelA033. (a) Alignment of RFMSmelA033 sequences (SCI = 0.92);
(b) Consensus secondary structure (minimum free energy -31.88 kcal/mol) for the alignment
shown in (a).

(a)
.((((......)))).....((((.(((((...))))).))))((((((.((((((((.....)))))))).)))))).......

RNA3 AUCUGAGCAGACAGGGUCCUUGGUCUCGUGUGGCACGACAGGAGGAUUGAAGGCGGGCUCGAUGCCCGCUUUCAAUCCCGCUAUU 85
RNA4 AUCUGGGCAGACAGGGUCCUUGGUCUCGUGUGGCACGACAGGAGGAUUGAAA--CGGCUCGAUGCCCGCUUUCAAUCCCGCUAUU 83
RNA1 AUCUGAGCAGACAGG--CUUUCCUCUCGUGUGGCACGGCAGGAGGAGCACAAGCGGGCUCGAUGCCCGUUUUUGCUCCCGAUGCU 83
RNA2 AUCUGAGCAGACAGG--CUUUCCUCUCGUGUGGCACGGCAGGAGGAGCACAAGCGGGCUCGAUGCCCGUUUUUGCUCCCGAUGCU 83
SmelA033 AUCUGAGCAGACAGG--CUUUCCUCUCGUGUGGCACGGCAGGAGGAGCACAAGCGGGCUCGAUGCCCGUUUUUGCUCCCGAUGCU 83
ruler ........10........20........30........40........50........60........70........80.....
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RNA Family Model of SmelA054. (a) Alignment of RFMSmelA054 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -25.40 kcal/mol) for the alignment
shown in (a).

(a)
...........(((((((......))..((.(((((((((......((((((((((((.....)))))))))))))))))).)))))..)))))......

RNA1 ACCCAUCAGAAGUAUUGAAGACGCUCAAGGAUGUGAUUGUUUUUUAGAGAGGAGUUCGCUCGACGGGCUCCUUUUGCGGUCAACACCAAAGUACCCCUUU 100
SmelA054 ACCCAUCAGAAGUAUUGAAGACGCUCAAGGAUGUGAUUGUUUUUUAGAGAGGAGUUCGCUCGACGGGCUCCUUUUGCGGUCAACACCAAAGUACCCCUUU 100
RNA2 ACCCAUCAGAAGUAUUGAAGACGCUCAAGGAUGUGAUUGUUUUUUAGAGAGGAGUUCGCUCGACGGGCUCCUUUUGCGGUCAACACCAAAGUACCCCUUU 100
ruler ........10........20........30........40........50........60........70........80........90.......100
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RNA Family Model of SmelA056. (a) Alignment of RFMSmelA056 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -74.30 kcal/mol) for the alignment
shown in (a).

(a)
....(((((....)))))(((((.(((((.(((((...........)))))(((((((....)))))))))))).(((........)))..)))))....

RNA1 CUAUGGGAUCACUGUCCUGCUGCUGAUGAUCGAUCCUAACCGAAAAGAUCGCGCGCCGCGGACGGCGCGUCAUCCGCGAAUAUGCCCGCAUGCGGCAAUA 100
SmelA056 CUAUGGGAUCACUGUCCUGCUGCUGAUGAUCGAUCCUAACCGAAAAGAUCGCGCGCCGCGGACGGCGCGUCAUCCGCGAAUAUGCCCGCAUGCGGCAAUA 100
RNA2 CUAUGGGAUCACUGUCCUGCUGCUGAUGAUCGAUCCUAACCGAAAAGAUCGCGCGCCGCGGACGGCGCGUCAUCCGCGAAUAUGCCCGCAUGCGGCAAUA 100
ruler ........10........20........30........40........50........60........70........80........90.......100

....((((((((...(((((((.........(((((........))))).((((((....))))))....))))))).)))))))).
RNA1 CGCACUCUGGCGAUAGGCGCGGAGACCGUCGGGUGGCCUCUGUCCCACUACGGUGAACGAUCACUGCUUACUGCGCCGCGUCAGGGG 187
SmelA056 CGCACUCUGGCGAUAGGCGCGGAGACCGUCGGGUGGCCUCUGUCCCACUACGGUGAACGAUCACUGCUUACUGCGCCGCGUCAGGGG 187
RNA2 CGCACUCUGGCGAUAGGCGCGGAGACCGUCGGGUGGCCUCUGUCCCACUACGGUGAACGAUCACUGCUUACUGCGCCGCGUCAGGGG 187
ruler .......110.......120.......130.......140.......150.......160.......170.......180.......
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RNA Family Model of SmelA075. (a) Alignment of RFMSmelA075 sequences (SCI = 0.99);
(b) Consensus secondary structure (minimum free energy -52.38 kcal/mol) for the alignment
shown in (a).

(a)
.......((((((((.................))))))))........((((((((((..............))).)))))))........(((((((((

RNA1 ----UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCAAGACG--C-CGAUCGGUUC-ACUCCUCCUCCCAGGA-CCGAUCUAG--U-UCAGAGACCCC  83
RNA10 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGUGUCGCUCGAU-GUGGAUCGGUGGU-ACUCCUCCUCCCAAUC-GCCGAUCAA--GUU-UGAAGCCUG  87
RNA67 CAU-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGUCGCG  83
RNA68 CAU-GGUGUCGGCCAU-CUACUCCUCCCA-GAUGUGGUGCCGAC-GCUGAAUGGGGCG--CACCUCCUCCCGCGU-CUCAUUCU---AAAUCGAGCCC-G  89
RNA69 GAU---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGGC-GCUGAAUGAGGCG--CACCUCCUCCCGCGC-CACAUUCGA--AAAUCGAGCCC-G  88
RNA70 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA71 --U---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGAC-GCUGAAUGGGGUG--CACCUCCUCCCGCGC-CACAUUCGA--AAAUCGAGCCC-G  86
RNA72 GGU---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGAC-GCUGAAUGGGGUG--CACCUCCUCCCGCGC-CACAUUCG---AAAUCGAGCCC-G  87
RNA11 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCUG  85
RNA12 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCUG  85
RNA74 -----UCGACGAAGCA-CUCCUCCUCCC---AGCUUCAUCGAG----GGAUCGGCGAC-CCUCCUCCUCCCAGUU-GCCGAUCAG--GAUCGAAGGCCCG  83
RNA75 --U-UCAUCGAGUUCA-CUCCUCCUCCC---AGAACUCGAUAA----GGAAUGCGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  83
RNA76 GCU-UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAACCC----AAAGCGCGAU-ACUCCUCCUCCCAAUC-GCGCUUUAU-AGAUCCGCCCACUG  88
RNA77 GGG-UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAAC-C----UGAGCGCGGC-ACUCCUCCUCCCAGUC-GCGCUUAUC-AGAUCAGCCCGCUG  87
RNA78 G---UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAAC-C----UGAGCGCGGC-ACUCCUCCUCCCAGUC-GCGCUUAUC-AGAUCAGCCCGCUG  85
RNA79 GGG-UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAAC-C----UGAGCGCGGC-ACUCCUCCUCCCAGUC-GCGCUUAUC-AGAUCAGCCCGCUG  87
RNA13 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGAUUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCUG  85
RNA80 ----CCCGGUGAGUGG-AACCUCCUCCC--UCUGCUCCCCGGGG-UGACCAGCCAGCA----CCUCCUCCC--GC-UGGCUCGUA-AC---AGGAAAAGG  81
RNA81 ----CCCGGCGAGUGG-AACCUCCUCCC--UCUGCUCCCCGGGG-UGACCAGCCAGCU----CCUCCUCCC--GC-UGGCUCGUA-AC---AGGAAAAGG  81
RNA82 CUC-CCGGAGCUCUCU-CUCCUCCUCCCUCGAGAGACCCGUGGACCCGCAACCUGCGC--CUCCUCCUCCCAUCG-CAGGUUGCC----ACAAGACGGUG  91
RNA83 CGU---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGAU-GCUGGAUGCGGUA--CACCUCCUCCCGCGC-CUUGUCCAU--AGAUCGAGCCC-G  88
RNA14 CAU-CGAAACGGCUUU-CUCCUCCUCCC--AUAAGCCGUUCGAC-AG-GAUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGAGUUUAUAAGCCCGAC  92
RNA15 ------AGGCAGCGCAUCUCCUCCUCCC---AGCGCUCCUUCAU---CGAUUGGCAAC-UCUCCUCCUCCCUGUU-GCCAAUCCG--GAUCAAGAGCCCG  84
RNA16 -----UAAGCAGCGCA-CUCCUCCUCCC---AGUGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCCG  85
RNA17 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCCG  85
RNA18 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-GCCCGAU-ACGGAUUGGCGAC-ACUCCUCCUCCCGGUU-GCCAAUCAGAUCAAACAACGCCCG  90
RNA19 CAU-CGACACGGCUU--CUCCUCCUCCC---AUAGCCGUUCGAU--AGGGUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGA--GUUUAUAAGCCCG  88
RNA2 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGGUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAAG---UUUAAGACCCCG  86
RNA20 -AU-CGGAACGGCGAU-CUCCUCCUCCC--A-AUGCCUUCCGAU-AACGAUCGGCAAC-UCUCCUCCUCCCUGUU-GCUGGUCAGGUUUGAAAGCCCGAC  91
RNA21 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-GCCCGAU-ACGGAUUGGCGAC-ACUCCUCCUCCCGGUU-GCCAAUCAGAUCAAGCAACGCCCG  90
RNA22|SmelC397 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-GCCCGAU-ACGGAUUGGCGAC-ACUCCUCCUCCCGGUU-GCCAAUCAGAUCAAGCAACGCCCG  90
RNA23 ----CAA-GGCCGCC--CACCUCCUCCC---GGGCCGCUUUGUC--CGACUGGCAGC--ACUCCUCCUCCCAAGU-UGUCAGUCA--UAAUCGAAAGCCC  83
RNA24 -AU-CGAAACGGCUUU-CUCCUCCUCCC--AU-AGCCGUUCGAC-AG-GAUCGGCAAC-ACUCCUCCUCCCAGUU-GUCGGUCGAGUUUAUAAGCCCGAC  90
RNA25 CAU-CGA--ACGGCUU-CUCCUCCUCCC--AUAGCCGU-UCGAU-AG-GGUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGAGUUUAUAAGCCCGAC  89
RNA26 UAU-CGAAACGGCUUU-CUCCUCCUCCC--AUAAGCCGUUCGAC-AG-GGUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGAGUUUAUAAGCCCGAC  92
RNA27 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-ACCCGAU-ACGGAUUGGCAGC-ACUCCUCCUCCCAGUU-GCCAAUCAGAACAAGCGACGCCUG  90
RNA3 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGGUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAAG---UUUAAGACCCCG  86
RNA28 ----UUUCGUCGAGAU-AUCCUCCUCCC---GUCUCGACGGAUA-AACGGCCGGCUUU--CUCCUCCUCCCGAAACGCCGGUCGA-UCAAAACGACACCC  88
RNA29 ----CGCAGCCGCGCA-CUCCUCCUCCC--AAGCGCGCUGCGAU--G-GACUGGCAAC-ACUCCUCCUCCCAGUU-GCCAGUCACUAUAAUGCGCCCGCC  88
RNA30|SmelB161 ----GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCAGUU-GCCGGUCAG--GAUCGAAAGCCCG  84
RNA31 ----CGCAGCUGCGCA-CUCCUCCUCCC---AGCGCGCUGCGAU--A-GACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCACCAUAACACGCCCGCC  87
RNA32 -UC-UCGACGGGG----CUCCUCCUCCCAAAAAUCCCUGUCGGG-UCGCGGUUAGCCU--UUCCUCCUCCCUAGG-CUGACCGACUUC-AAAAGCACCCG  89
RNA33 -GG-UCGG-CAGCGCA-CUCCUCCUCCC---AGCGC-UCCCGAU-ACGGAUUGGCGACAACUCCUCCUCCCGGUU-GCCAAUCAGAACAGGCAACGCCCG  90
RNA34 ----CGCAGCCGCGCA-CUCCUCCUCCC--AAGCGCGCUGCGAU--G-GACUGGCAAC-ACUCCUCCUCCCAGUU-GCCAGUCGCUAUAAUGCGCCCGCC  88
RNA35 --U-CGCAGCCGCGCA-CUCCUCCUCCC--AAGCGCGCUGCGAU-AA-GACUGGCAAC-ACUCCUCCUCCCAGUU-GCCAGUCAUCAUAAUGCGCCCGCC  90
RNA36 --U-UUCGCCAGGGUC-GACCUCCUCCC--CGACCUUGACGAAU-ACGGUCACCCCUU--A-CCUCCUCCC-AAG-GGUUGACCA-CCAAAACGGCGCCC  87
RNA37 ----CGGGGCCGCACA-CUCCUCCUCCC---AGUGC-ACUCCG--AUAGAUUGACGAC-ACUCCUCCUCCCAGUC-GUCAAUCACCACAAAUGACGCCCG  87
RNA38 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGUGUCGCUUUGA-AGGGAUCGGCGAU-ACUCCUCCUCCCAAUU-GCCGAUCAA--GUUCAAGAGCCCG  88
RNA39 AUU-CGAAACAGCGCA-CUCCUCCUCCC---AGCGCUGUUUCGA-UAGGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-AUUCUUAUGACGCCCG  91
RNA4|SmelC025 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGGUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAAG---UUUAAGACCCCG  86
RNA5 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGAUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAGG---UUUAAGACCCCG  86
RNA40 --U-GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCAGUU-GCCGGUCAG--GAUCGAAAGCCCG  85
RNA41 --U-GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCAGUU-GCCGGUCAG--GAUCGAAAGCCCG  85
RNA42 AUU-CGUAGCCGCGCA-CUCCUCCUCCC---AGCGCGCUGCGAU--A-GACUGGCAAC-ACUCCUCCUCCCAGUU-GUCAGUCACCAUAACGCGCCCGCC  90
RNA43 --U-GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCCGUU-GCCGGUCAG--GAUCGGAAGCCCG  85
RNA44 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AUCGCCGCUUCGA-U-GGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUAUGACGCCCG  90
RNA45|SmelC398 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AUCGCCGCUUCGA-U-GGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUAUGACGCCCG  90
RNA46 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AUCGCCGCUUCGA-U-GGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUAUGACGCCCG  90
RNA6 ----UCGAAGCGCUG--CACCUCCUCCC---GCGGCGCCCGAUG--CGGGUCGGUUUC-ACUCCUCCUCCCAGGA-ACCGGCCAA--GUUUGAAGACCCC  85
RNA47 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AGCGCCGCUUUGA-UAGGAUUGGCAGC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUGUGACGCCCG  91
RNA48 --U-CGGCGCCGCAUA-CUCCUCCUCCC---AAUGC-GCGCCGA-ACGGGCUGACAAC-CCUCCUCCUCCCAGUU-GUCGCCCAUUUCAAAUGACGCCCG  89
RNA7 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGCGUCGCCCGAU--UGGACUGACAAU-ACUCCUCCUCCCAAUU-GUCAGUCAG--UUUCAAGAACCCG  87
RNA49 --U-UUCGUCAAAGCC-GACCUCCUCCC--CGGCGAUGACGAAU-ACGGUCGAUCUUC--A-CCUCCUCCC-GAG-GAUCGACCC-CCAAAACGACACCC  87
RNA50 AAU-UUCGUCAAAGCC-GACCUCCUCCC--CGGCGAUGACGAAU-AUGGCCGGCCUUC--A-CCUCCUCCC-GAA-GGUCGACCC-CAAAAACGACACCC  89
RNA8 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGCGUCGCCCGAU--UGGACUGACAAU-ACUCCUCCUCCCAAUU-GUCAGUCAG--UUUCAAGAACCCG  87
RNA51 --U-UUCGUCAAAGCC-GACCUCCUCCC--CGGCAAUGACGAAU-AGGCCCAACCUUC--A-CCUCCUCCC-GAG-GGUUGGCCA-ACCAAACGGCGCCC  87
RNA52 UUU-CGCUGG--GGUC-GACCUCCUCCC--CGACC-UCCAGCGA-ACGGUCAGCCCUU--AUCCUCCUCCC-GAG-GGUUGGCCA-ACCAAACGGCGCCC  87
RNA53 GUU-UUCGUCAAAGCC-GACCUCCUCCC--CGGCGAUGACGAAU-CGGCCCGACCUUC--A-CCUCCUCCC-GAG-GGUUGGCCA-CAAAAACGGCGCCC  89
RNA56 -----CCGGGGUGCUUUCUCCUCCUCCC----AUUUCCUCGGUGAUUCAAGACCGGAU--GUCCUCCUCCCAAGUCCGGUCUUCCCCAUAAAACACCCGU  89
RNA9 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGUGUCGCUCGAU-GCGGAUCGGUGGU-ACUCCUCCUCCCAAUC-ACCGAUCAA--GUU-UGAAGCCUG  87
RNA57 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA58 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA59 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUAUGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA60 A---CGUCCGGUUC-A-CUCCUCCUCCC---AAGAACCGGACCC----AAAGCGCGAU-ACUCCUCCUCCCAAUC-GCGCUUACA-GAUUAAGCCCACAA  85
RNA61 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUUCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA62 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA63 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA64 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA65 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGUCGCG  81
RNA66 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGUCGCG  81
SmelA075 ----UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCAAGACG--C-CGAUCGGUUC-ACUCCUCCUCCCAGGA-CCGAUCUAG--U-UCAGAGACCCC  83
RNA73 GGUGGACCGACGCGCUCACCC-CCUCCG--AGCCGCUUCGGUUC---GACGGACAGC--AUCCCUCCUCCCAGGC-UGUCGGUC---ACUAUCGAAGCCC  88
RNA54 ------CCGAAGCGCUU-UCC-CCUCCU--AGCCGCUUCGGUCC---GACGGACAGC--ACUUCUCCUCCCA-GC-UGUCGGUC---ACUUUCGAAGCCC  80
RNA55 ------CUGAAGCGCUUAACC-CCUCCG--AGCCGCUUCGGUCC---GACGGACAGC--ACUCCUCCUCCCAGGC-UGUCGGUC---ACUAUCGAAGCCC  82
ruler ........10........20........30........40........50........60........70........80........90.......100

((.((............))))))))))))).......
RNA1 GA-UGCACCUCCUCCCGCAUCGGGGUCUUUCUGUA-U 118
RNA10 CC-GCA-CCUCCUCCC-GCGGCAGGCUUUUUCCUU-U 120
RNA67 C----AUCCUCCUCCC----GCGCGGCCUUUUUC--- 109
RNA68 CU-GCCACCUCCUCCCGGUAGC-GGGCUUUUUCU--U 122
RNA69 CU-GCCACCUCCUCCCGGCAGC-GGGCUUUUUU---U 120
RNA70 C----AUCCUCCUCCC----GCUCGGCCUUUUUCUUU 110
RNA71 CU-GCCACCUCCUCCCGGCAGC-GGGCUUUUUUCGUU 121
RNA72 CU-GCCACCUCCUCCCGGCAGC-GGGCUUUUUUC--G 120
RNA11 GC-GCA-CCUCCUCCC-GCGCCAGGCUCUUUUCUU-U 118
RNA12 GC-GCA-CCUCCUCCC-GCGCCAGGCUCUUUUCUU-U 118
RNA74 GC-GCA-CCUCCUCCC-GCGCCGGGCCUUCUCUUU-U 116
RNA75 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 112
RNA76 CA-CAUUCCUCCUCCC-AGUGCAGUGGGCGCUCU--C 121
RNA77 CA-CACUCCUCCUCCC-AGUGCAGCGGGCGUUCU--U 120
RNA78 CA-CACUCCUCCUCCC-AGUGCAGCGGGCGUUCUUUU 120
RNA79 CA-CACUCCUCCUCCC-AGUGCAGCGGGCGUUCU--U 120
RNA13 GC-GCA-CCUCCUCCC-GCGCCAGGCUCUUUUCUU-U 118
RNA80 CC-GGCACCUCCUCCCGCCGGCCUUUUUCUUU----- 112
RNA81 CC-GGCACCUCCUCCCGCCGGCCUUUUUCUUU----- 112
RNA82 GC-GUCACCUCCUCCCGGCGCCACCGUCUCGU----A 123
RNA83 CU-GCGACCUCCUCCCGGCAGCGGGGGGCUUUUUUCC 124
RNA14 GGAUCU-CCUCC-CCC-----GUCGGGCUUUCUCA-U 121
RNA15 AU-GCAUCCUCCUCCC-GCAUCGGGCUCUUCUUAU-U 118
RNA16 GC-GCA-CCUCCUCCC-GCGUCGGGCUUUUUUCUU-U 118
RNA17 GC-GCA-CCUCCUCCC-GCGUCGGGCUUUUUUCUU-U 118
RNA18 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA19 AC-GGA-UCUCCUCCC-CCGUCGGGCUU-UC-UCG-U 119
RNA2 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA20 GGAUCU-CCUCC-CCC-----GUCGGGCUUUUCAU-U 120
RNA21 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA22|SmelC397 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA23 GG-UGCACCUCCUCCCGCACCGGGUUUUUUCG-UU-U 117
RNA24 GGAUCU-CCUCC-CCC-----GUCGGGCUUUCUCG-U 119
RNA25 GGA--U-CCUCC-CCC-----GUCGGGCUUUCUCG-U 116
RNA26 GGA--U-CCUCC-CCC-----GUCGGGCUUUCUCG-U 119
RNA27 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA3 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA28 GC-CGGACCUCCUCCCCCGGCGGGUGUUGUUUUU--U 122
RNA29 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUAU-U 115
RNA30|SmelB161 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUCUC-UU-U 116
RNA31 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUUG-U 114
RNA32 CU-GGA-CCUCCUCCC-CCAGCGGGUGCUUUU--U-U 120
RNA33 CU-GGA-CCUCCUCCC-CCAGUGGGCGUUGUU--U-U 121
RNA34 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUAU-G 115
RNA35 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUAU-U 117
RNA36 GC-CGCACCUCCUCCCGCGGCGGGCGUUGUUU----C 119
RNA37 CC-GCAUCCUCCUCCC-GCGGUGGGCGUUAUU--U-U 119
RNA38 AC-GCAUCCUCCUCCC-GCGUCGGGCUCUUUUGCG-U 122
RNA39 CC-GGA-UCUCCUCCC-UCGGCGGGCGUCGUU--C-G 122
RNA4|SmelC025 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA5 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA40 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUCUC--U-U 116
RNA41 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUCUC--U-U 116
RNA42 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUUG-U 117
RNA43 GC-GCA-CCUCCUCCC-GCGCCGGGCUUUCUC--U-U 116
RNA44 CC-GGU-CCUCCUCCC-CCGACGGGCGUCAUU--U-U 121
RNA45|SmelC398 CC-GGU-CCUCCUCCC-CCGACGGGCGUCAUU--U-U 121
RNA46 CC-GGU-CCUCCUCCC-CCGACGGGCGUCAUU--U-U 121
RNA6 GACGCCACCUCCUCCCGGCUCGGGGUCUUUUUCUG-U 121
RNA47 CC-GGU-CCUCC-CCC---GGCGGGCGUUCUC--U-U 119
RNA48 CC-GGA-UCUCCUCCC-CCGGUGGGCGUUAUUGUU-U 122
RNA7 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUUGCUGU-U 120
RNA49 GC-CGGACCUCCUCCCCCGGCGGGUGUUGUUGUU--U 121
RNA50 GC-CGGACCUCCUCCCCCGGCGGGUGUUGUUG----U 121
RNA8 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUUGCGUU-U 120
RNA51 GC-CGCACCUCCUCCCGCGGCGGGCGUUGUUUCC--C 121
RNA52 GC-CGCACCUCCUCCCGCGGCGGGCGUUGUUUCC--C 121
RNA53 GC-CGCACCUCCUCCCGCGGCGGGCGCUGUUU----C 121
RNA56 CG-----CCUCCUCCC--GCGACGGGUGUUUUCGUUU 119
RNA9 CC-GCA-CCUCCUCCC-GCGGCAGGCUUUUUCCUU-U 120
RNA57 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA58 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA59 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA60 CG-UUCUCCUCCUCCCGAGCGUUGUGGGCUUUUCUAU 121
RNA61 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA62 C----AUCCUCCUCCC----GUGCGGCCUUUUUCUUU 110
RNA63 C----AUCCUCCUCCC----GUGCGGCCUUUUUCUUU 110
RNA64 C----AUCCUCCUCCC----GUGCGGCCUUUUUCUUU 110
RNA65 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUU- 109
RNA66 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUU- 109
SmelA075 GA-UGCACCUCCUCCCGCAUCGGGGUCUUUCUAUA-- 117
RNA73 GG-CGC-CCU-CUCCCGCGCCGGGCUUUCGU--U--A 118
RNA54 GG-CGCAUCU-CUCCCGCGCCGGGCUUUUGUCAU--U 113
RNA55 GG-CGCACCU-CUCCCGCGCCGGGCUUUUGUCGU--U 115
ruler .......110.......120.......130.......



RNA Family Model of SmelA075. Cont.
(a)

.......((((((((.................))))))))........((((((((((..............))).)))))))........(((((((((
RNA1 ----UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCAAGACG--C-CGAUCGGUUC-ACUCCUCCUCCCAGGA-CCGAUCUAG--U-UCAGAGACCCC  83
RNA10 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGUGUCGCUCGAU-GUGGAUCGGUGGU-ACUCCUCCUCCCAAUC-GCCGAUCAA--GUU-UGAAGCCUG  87
RNA67 CAU-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGUCGCG  83
RNA68 CAU-GGUGUCGGCCAU-CUACUCCUCCCA-GAUGUGGUGCCGAC-GCUGAAUGGGGCG--CACCUCCUCCCGCGU-CUCAUUCU---AAAUCGAGCCC-G  89
RNA69 GAU---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGGC-GCUGAAUGAGGCG--CACCUCCUCCCGCGC-CACAUUCGA--AAAUCGAGCCC-G  88
RNA70 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA71 --U---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGAC-GCUGAAUGGGGUG--CACCUCCUCCCGCGC-CACAUUCGA--AAAUCGAGCCC-G  86
RNA72 GGU---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGAC-GCUGAAUGGGGUG--CACCUCCUCCCGCGC-CACAUUCG---AAAUCGAGCCC-G  87
RNA11 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCUG  85
RNA12 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCUG  85
RNA74 -----UCGACGAAGCA-CUCCUCCUCCC---AGCUUCAUCGAG----GGAUCGGCGAC-CCUCCUCCUCCCAGUU-GCCGAUCAG--GAUCGAAGGCCCG  83
RNA75 --U-UCAUCGAGUUCA-CUCCUCCUCCC---AGAACUCGAUAA----GGAAUGCGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  83
RNA76 GCU-UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAACCC----AAAGCGCGAU-ACUCCUCCUCCCAAUC-GCGCUUUAU-AGAUCCGCCCACUG  88
RNA77 GGG-UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAAC-C----UGAGCGCGGC-ACUCCUCCUCCCAGUC-GCGCUUAUC-AGAUCAGCCCGCUG  87
RNA78 G---UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAAC-C----UGAGCGCGGC-ACUCCUCCUCCCAGUC-GCGCUUAUC-AGAUCAGCCCGCUG  85
RNA79 GGG-UGUUCGGUUUUA-CUCCUCCUCCC---AAAAACCGAAC-C----UGAGCGCGGC-ACUCCUCCUCCCAGUC-GCGCUUAUC-AGAUCAGCCCGCUG  87
RNA13 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGAUUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCUG  85
RNA80 ----CCCGGUGAGUGG-AACCUCCUCCC--UCUGCUCCCCGGGG-UGACCAGCCAGCA----CCUCCUCCC--GC-UGGCUCGUA-AC---AGGAAAAGG  81
RNA81 ----CCCGGCGAGUGG-AACCUCCUCCC--UCUGCUCCCCGGGG-UGACCAGCCAGCU----CCUCCUCCC--GC-UGGCUCGUA-AC---AGGAAAAGG  81
RNA82 CUC-CCGGAGCUCUCU-CUCCUCCUCCCUCGAGAGACCCGUGGACCCGCAACCUGCGC--CUCCUCCUCCCAUCG-CAGGUUGCC----ACAAGACGGUG  91
RNA83 CGU---UGUCGGCCAU-CUACUCCUCCCA-GAUGCGAUGCCGAU-GCUGGAUGCGGUA--CACCUCCUCCCGCGC-CUUGUCCAU--AGAUCGAGCCC-G  88
RNA14 CAU-CGAAACGGCUUU-CUCCUCCUCCC--AUAAGCCGUUCGAC-AG-GAUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGAGUUUAUAAGCCCGAC  92
RNA15 ------AGGCAGCGCAUCUCCUCCUCCC---AGCGCUCCUUCAU---CGAUUGGCAAC-UCUCCUCCUCCCUGUU-GCCAAUCCG--GAUCAAGAGCCCG  84
RNA16 -----UAAGCAGCGCA-CUCCUCCUCCC---AGUGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCCG  85
RNA17 -----UAAGCAGCGCA-CUCCUCCUCCC---AGCGCUCUUACAU--CGGACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCAG--GAUCAAGAGCCCG  85
RNA18 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-GCCCGAU-ACGGAUUGGCGAC-ACUCCUCCUCCCGGUU-GCCAAUCAGAUCAAACAACGCCCG  90
RNA19 CAU-CGACACGGCUU--CUCCUCCUCCC---AUAGCCGUUCGAU--AGGGUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGA--GUUUAUAAGCCCG  88
RNA2 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGGUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAAG---UUUAAGACCCCG  86
RNA20 -AU-CGGAACGGCGAU-CUCCUCCUCCC--A-AUGCCUUCCGAU-AACGAUCGGCAAC-UCUCCUCCUCCCUGUU-GCUGGUCAGGUUUGAAAGCCCGAC  91
RNA21 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-GCCCGAU-ACGGAUUGGCGAC-ACUCCUCCUCCCGGUU-GCCAAUCAGAUCAAGCAACGCCCG  90
RNA22|SmelC397 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-GCCCGAU-ACGGAUUGGCGAC-ACUCCUCCUCCCGGUU-GCCAAUCAGAUCAAGCAACGCCCG  90
RNA23 ----CAA-GGCCGCC--CACCUCCUCCC---GGGCCGCUUUGUC--CGACUGGCAGC--ACUCCUCCUCCCAAGU-UGUCAGUCA--UAAUCGAAAGCCC  83
RNA24 -AU-CGAAACGGCUUU-CUCCUCCUCCC--AU-AGCCGUUCGAC-AG-GAUCGGCAAC-ACUCCUCCUCCCAGUU-GUCGGUCGAGUUUAUAAGCCCGAC  90
RNA25 CAU-CGA--ACGGCUU-CUCCUCCUCCC--AUAGCCGU-UCGAU-AG-GGUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGAGUUUAUAAGCCCGAC  89
RNA26 UAU-CGAAACGGCUUU-CUCCUCCUCCC--AUAAGCCGUUCGAC-AG-GGUCGACAAC-ACUCCUCCUCCCAGUU-GUCGAUCGAGUUUAUAAGCCCGAC  92
RNA27 -GA-UCGGGCAGCGCA-CUCCUCCUCCC---AGCGC-ACCCGAU-ACGGAUUGGCAGC-ACUCCUCCUCCCAGUU-GCCAAUCAGAACAAGCGACGCCUG  90
RNA3 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGGUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAAG---UUUAAGACCCCG  86
RNA28 ----UUUCGUCGAGAU-AUCCUCCUCCC---GUCUCGACGGAUA-AACGGCCGGCUUU--CUCCUCCUCCCGAAACGCCGGUCGA-UCAAAACGACACCC  88
RNA29 ----CGCAGCCGCGCA-CUCCUCCUCCC--AAGCGCGCUGCGAU--G-GACUGGCAAC-ACUCCUCCUCCCAGUU-GCCAGUCACUAUAAUGCGCCCGCC  88
RNA30|SmelB161 ----GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCAGUU-GCCGGUCAG--GAUCGAAAGCCCG  84
RNA31 ----CGCAGCUGCGCA-CUCCUCCUCCC---AGCGCGCUGCGAU--A-GACUGACAAC-ACUCCUCCUCCCAGUU-GUCAGUCACCAUAACACGCCCGCC  87
RNA32 -UC-UCGACGGGG----CUCCUCCUCCCAAAAAUCCCUGUCGGG-UCGCGGUUAGCCU--UUCCUCCUCCCUAGG-CUGACCGACUUC-AAAAGCACCCG  89
RNA33 -GG-UCGG-CAGCGCA-CUCCUCCUCCC---AGCGC-UCCCGAU-ACGGAUUGGCGACAACUCCUCCUCCCGGUU-GCCAAUCAGAACAGGCAACGCCCG  90
RNA34 ----CGCAGCCGCGCA-CUCCUCCUCCC--AAGCGCGCUGCGAU--G-GACUGGCAAC-ACUCCUCCUCCCAGUU-GCCAGUCGCUAUAAUGCGCCCGCC  88
RNA35 --U-CGCAGCCGCGCA-CUCCUCCUCCC--AAGCGCGCUGCGAU-AA-GACUGGCAAC-ACUCCUCCUCCCAGUU-GCCAGUCAUCAUAAUGCGCCCGCC  90
RNA36 --U-UUCGCCAGGGUC-GACCUCCUCCC--CGACCUUGACGAAU-ACGGUCACCCCUU--A-CCUCCUCCC-AAG-GGUUGACCA-CCAAAACGGCGCCC  87
RNA37 ----CGGGGCCGCACA-CUCCUCCUCCC---AGUGC-ACUCCG--AUAGAUUGACGAC-ACUCCUCCUCCCAGUC-GUCAAUCACCACAAAUGACGCCCG  87
RNA38 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGUGUCGCUUUGA-AGGGAUCGGCGAU-ACUCCUCCUCCCAAUU-GCCGAUCAA--GUUCAAGAGCCCG  88
RNA39 AUU-CGAAACAGCGCA-CUCCUCCUCCC---AGCGCUGUUUCGA-UAGGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-AUUCUUAUGACGCCCG  91
RNA4|SmelC025 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGGUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAAG---UUUAAGACCCCG  86
RNA5 -UG-UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCCCGGCA--UUCGAUCGGUUC-ACUCCUCCUCCCAGAA-CCGAUCAGG---UUUAAGACCCCG  86
RNA40 --U-GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCAGUU-GCCGGUCAG--GAUCGAAAGCCCG  85
RNA41 --U-GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCAGUU-GCCGGUCAG--GAUCGAAAGCCCG  85
RNA42 AUU-CGUAGCCGCGCA-CUCCUCCUCCC---AGCGCGCUGCGAU--A-GACUGGCAAC-ACUCCUCCUCCCAGUU-GUCAGUCACCAUAACGCGCCCGCC  90
RNA43 --U-GUCGAUGGAACA-CUCCUCCUCCC---AGUUCCAUCGCG----GGAUCGGCAAC-CCUCCUCCUCCCCGUU-GCCGGUCAG--GAUCGGAAGCCCG  85
RNA44 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AUCGCCGCUUCGA-U-GGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUAUGACGCCCG  90
RNA45|SmelC398 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AUCGCCGCUUCGA-U-GGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUAUGACGCCCG  90
RNA46 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AUCGCCGCUUCGA-U-GGAUUGGCAAC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUAUGACGCCCG  90
RNA6 ----UCGAAGCGCUG--CACCUCCUCCC---GCGGCGCCCGAUG--CGGGUCGGUUUC-ACUCCUCCUCCCAGGA-ACCGGCCAA--GUUUGAAGACCCC  85
RNA47 AUU-CGAAGCAGCGCA-CUCCUCCUCCC---AGCGCCGCUUUGA-UAGGAUUGGCAGC-ACUCCUCCUCCCGGUU-GCCAAUC-GCCUUUGUGACGCCCG  91
RNA48 --U-CGGCGCCGCAUA-CUCCUCCUCCC---AAUGC-GCGCCGA-ACGGGCUGACAAC-CCUCCUCCUCCCAGUU-GUCGCCCAUUUCAAAUGACGCCCG  89
RNA7 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGCGUCGCCCGAU--UGGACUGACAAU-ACUCCUCCUCCCAAUU-GUCAGUCAG--UUUCAAGAACCCG  87
RNA49 --U-UUCGUCAAAGCC-GACCUCCUCCC--CGGCGAUGACGAAU-ACGGUCGAUCUUC--A-CCUCCUCCC-GAG-GAUCGACCC-CCAAAACGACACCC  87
RNA50 AAU-UUCGUCAAAGCC-GACCUCCUCCC--CGGCGAUGACGAAU-AUGGCCGGCCUUC--A-CCUCCUCCC-GAA-GGUCGACCC-CAAAAACGACACCC  89
RNA8 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGCGUCGCCCGAU--UGGACUGACAAU-ACUCCUCCUCCCAAUU-GUCAGUCAG--UUUCAAGAACCCG  87
RNA51 --U-UUCGUCAAAGCC-GACCUCCUCCC--CGGCAAUGACGAAU-AGGCCCAACCUUC--A-CCUCCUCCC-GAG-GGUUGGCCA-ACCAAACGGCGCCC  87
RNA52 UUU-CGCUGG--GGUC-GACCUCCUCCC--CGACC-UCCAGCGA-ACGGUCAGCCCUU--AUCCUCCUCCC-GAG-GGUUGGCCA-ACCAAACGGCGCCC  87
RNA53 GUU-UUCGUCAAAGCC-GACCUCCUCCC--CGGCGAUGACGAAU-CGGCCCGACCUUC--A-CCUCCUCCC-GAG-GGUUGGCCA-CAAAAACGGCGCCC  89
RNA56 -----CCGGGGUGCUUUCUCCUCCUCCC----AUUUCCUCGGUGAUUCAAGACCGGAU--GUCCUCCUCCCAAGUCCGGUCUUCCCCAUAAAACACCCGU  89
RNA9 --U-CGAAGCGACGCA-CUCCUCCUCCC---AGUGUCGCUCGAU-GCGGAUCGGUGGU-ACUCCUCCUCCCAAUC-ACCGAUCAA--GUU-UGAAGCCUG  87
RNA57 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA58 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA59 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUAUGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA60 A---CGUCCGGUUC-A-CUCCUCCUCCC---AAGAACCGGACCC----AAAGCGCGAU-ACUCCUCCUCCCAAUC-GCGCUUACA-GAUUAAGCCCACAA  85
RNA61 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUUCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA62 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA63 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA64 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGCCGCG  81
RNA65 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGUCGCG  81
RNA66 --U-ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA----GGAAUACGGC--ACUCCUCCUCCCAAGC-CGUAUUCA---AGAUCAGGUCGCG  81
SmelA075 ----UCGAAGCGCUG--UACCUCCUCCC---ACGGCGCAAGACG--C-CGAUCGGUUC-ACUCCUCCUCCCAGGA-CCGAUCUAG--U-UCAGAGACCCC  83
RNA73 GGUGGACCGACGCGCUCACCC-CCUCCG--AGCCGCUUCGGUUC---GACGGACAGC--AUCCCUCCUCCCAGGC-UGUCGGUC---ACUAUCGAAGCCC  88
RNA54 ------CCGAAGCGCUU-UCC-CCUCCU--AGCCGCUUCGGUCC---GACGGACAGC--ACUUCUCCUCCCA-GC-UGUCGGUC---ACUUUCGAAGCCC  80
RNA55 ------CUGAAGCGCUUAACC-CCUCCG--AGCCGCUUCGGUCC---GACGGACAGC--ACUCCUCCUCCCAGGC-UGUCGGUC---ACUAUCGAAGCCC  82
ruler ........10........20........30........40........50........60........70........80........90.......100

((.((............))))))))))))).......
RNA1 GA-UGCACCUCCUCCCGCAUCGGGGUCUUUCUGUA-U 118
RNA10 CC-GCA-CCUCCUCCC-GCGGCAGGCUUUUUCCUU-U 120
RNA67 C----AUCCUCCUCCC----GCGCGGCCUUUUUC--- 109
RNA68 CU-GCCACCUCCUCCCGGUAGC-GGGCUUUUUCU--U 122
RNA69 CU-GCCACCUCCUCCCGGCAGC-GGGCUUUUUU---U 120
RNA70 C----AUCCUCCUCCC----GCUCGGCCUUUUUCUUU 110
RNA71 CU-GCCACCUCCUCCCGGCAGC-GGGCUUUUUUCGUU 121
RNA72 CU-GCCACCUCCUCCCGGCAGC-GGGCUUUUUUC--G 120
RNA11 GC-GCA-CCUCCUCCC-GCGCCAGGCUCUUUUCUU-U 118
RNA12 GC-GCA-CCUCCUCCC-GCGCCAGGCUCUUUUCUU-U 118
RNA74 GC-GCA-CCUCCUCCC-GCGCCGGGCCUUCUCUUU-U 116
RNA75 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 112
RNA76 CA-CAUUCCUCCUCCC-AGUGCAGUGGGCGCUCU--C 121
RNA77 CA-CACUCCUCCUCCC-AGUGCAGCGGGCGUUCU--U 120
RNA78 CA-CACUCCUCCUCCC-AGUGCAGCGGGCGUUCUUUU 120
RNA79 CA-CACUCCUCCUCCC-AGUGCAGCGGGCGUUCU--U 120
RNA13 GC-GCA-CCUCCUCCC-GCGCCAGGCUCUUUUCUU-U 118
RNA80 CC-GGCACCUCCUCCCGCCGGCCUUUUUCUUU----- 112
RNA81 CC-GGCACCUCCUCCCGCCGGCCUUUUUCUUU----- 112
RNA82 GC-GUCACCUCCUCCCGGCGCCACCGUCUCGU----A 123
RNA83 CU-GCGACCUCCUCCCGGCAGCGGGGGGCUUUUUUCC 124
RNA14 GGAUCU-CCUCC-CCC-----GUCGGGCUUUCUCA-U 121
RNA15 AU-GCAUCCUCCUCCC-GCAUCGGGCUCUUCUUAU-U 118
RNA16 GC-GCA-CCUCCUCCC-GCGUCGGGCUUUUUUCUU-U 118
RNA17 GC-GCA-CCUCCUCCC-GCGUCGGGCUUUUUUCUU-U 118
RNA18 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA19 AC-GGA-UCUCCUCCC-CCGUCGGGCUU-UC-UCG-U 119
RNA2 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA20 GGAUCU-CCUCC-CCC-----GUCGGGCUUUUCAU-U 120
RNA21 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA22|SmelC397 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA23 GG-UGCACCUCCUCCCGCACCGGGUUUUUUCG-UU-U 117
RNA24 GGAUCU-CCUCC-CCC-----GUCGGGCUUUCUCG-U 119
RNA25 GGA--U-CCUCC-CCC-----GUCGGGCUUUCUCG-U 116
RNA26 GGA--U-CCUCC-CCC-----GUCGGGCUUUCUCG-U 119
RNA27 CU-GGA-CCUCCUCCC-CCAGCGGGCGUUGUU--U-A 121
RNA3 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA28 GC-CGGACCUCCUCCCCCGGCGGGUGUUGUUUUU--U 122
RNA29 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUAU-U 115
RNA30|SmelB161 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUCUC-UU-U 116
RNA31 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUUG-U 114
RNA32 CU-GGA-CCUCCUCCC-CCAGCGGGUGCUUUU--U-U 120
RNA33 CU-GGA-CCUCCUCCC-CCAGUGGGCGUUGUU--U-U 121
RNA34 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUAU-G 115
RNA35 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUAU-U 117
RNA36 GC-CGCACCUCCUCCCGCGGCGGGCGUUGUUU----C 119
RNA37 CC-GCAUCCUCCUCCC-GCGGUGGGCGUUAUU--U-U 119
RNA38 AC-GCAUCCUCCUCCC-GCGUCGGGCUCUUUUGCG-U 122
RNA39 CC-GGA-UCUCCUCCC-UCGGCGGGCGUCGUU--C-G 122
RNA4|SmelC025 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA5 AG-CCA-CCUCCUCCC-GGCUCGGGGUCUUU-CUG-U 118
RNA40 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUCUC--U-U 116
RNA41 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUCUC--U-U 116
RNA42 GGA--U-CCUCC-CCC-----GGCGGGCGUUUUUG-U 117
RNA43 GC-GCA-CCUCCUCCC-GCGCCGGGCUUUCUC--U-U 116
RNA44 CC-GGU-CCUCCUCCC-CCGACGGGCGUCAUU--U-U 121
RNA45|SmelC398 CC-GGU-CCUCCUCCC-CCGACGGGCGUCAUU--U-U 121
RNA46 CC-GGU-CCUCCUCCC-CCGACGGGCGUCAUU--U-U 121
RNA6 GACGCCACCUCCUCCCGGCUCGGGGUCUUUUUCUG-U 121
RNA47 CC-GGU-CCUCC-CCC---GGCGGGCGUUCUC--U-U 119
RNA48 CC-GGA-UCUCCUCCC-CCGGUGGGCGUUAUUGUU-U 122
RNA7 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUUGCUGU-U 120
RNA49 GC-CGGACCUCCUCCCCCGGCGGGUGUUGUUGUU--U 121
RNA50 GC-CGGACCUCCUCCCCCGGCGGGUGUUGUUG----U 121
RNA8 GC-GCA-CCUCCUCCC-GCGCCGGGUUUUUGCGUU-U 120
RNA51 GC-CGCACCUCCUCCCGCGGCGGGCGUUGUUUCC--C 121
RNA52 GC-CGCACCUCCUCCCGCGGCGGGCGUUGUUUCC--C 121
RNA53 GC-CGCACCUCCUCCCGCGGCGGGCGCUGUUU----C 121
RNA56 CG-----CCUCCUCCC--GCGACGGGUGUUUUCGUUU 119
RNA9 CC-GCA-CCUCCUCCC-GCGGCAGGCUUUUUCCUU-U 120
RNA57 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA58 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA59 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA60 CG-UUCUCCUCCUCCCGAGCGUUGUGGGCUUUUCUAU 121
RNA61 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUUU 110
RNA62 C----AUCCUCCUCCC----GUGCGGCCUUUUUCUUU 110
RNA63 C----AUCCUCCUCCC----GUGCGGCCUUUUUCUUU 110
RNA64 C----AUCCUCCUCCC----GUGCGGCCUUUUUCUUU 110
RNA65 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUU- 109
RNA66 C----AUCCUCCUCCC----GCGCGGCCUUUUUCUU- 109
SmelA075 GA-UGCACCUCCUCCCGCAUCGGGGUCUUUCUAUA-- 117
RNA73 GG-CGC-CCU-CUCCCGCGCCGGGCUUUCGU--U--A 118
RNA54 GG-CGCAUCU-CUCCCGCGCCGGGCUUUUGUCAU--U 113
RNA55 GG-CGCACCU-CUCCCGCGCCGGGCUUUUGUCGU--U 115
ruler .......110.......120.......130.......
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RNA Family Model of SmelA099. (a) Alignment of RFMSmelA099 sequences (SCI = 0.87);
(b) Consensus secondary structure (minimum free energy -60.52 kcal/mol) for the alignment
shown in (a).

(a)
....((((((....(((...........)).)...))))))...((.((((((...........................)))))))).((((((((...

RNA1 ---AUCGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGAUA-UG-CGAGCGACCUU-U---CCUCCUCCCGAG---UUCGCUUGCGGGAUCAGCGCUA  85
RNA10 -UUAUCGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGA-A-UU-CAGACGGCCUACU---CCUCCUCCCAGGG--CACGUCUGUCGGAACUGCGGCA  88
RNA11 ---AUCGAAG-CGAUGCAUCCUCCUCCCGC-UGAGCUUCGAUACAC-CGGGCCAGCUUCU---CCUCCUCCC-AGA--GCGGCCCGUCGGAAUGACGGAA  88
RNA12 -C-AACGAAG-CGAUGCAUCCUCCUCCCGC-AAAGCUUCGU-CUCU-CGGACGACCCACU---CCUCCUCCCUAGG--GGCGUCCGAUGGAACGGUGGCA  89
RNA13 ---CUCGAAG-CGAUGCU-CCUCCUCCCGC-ACCGCUUCGAGAUU--CAGAUGGCCCACU---CCUCCUCCCGAAGG-GACGUCUGUUGGAACAGCGGCA  88
RNA14 ---AUCGAAG-CGAUGCA-CCUCCUCCCGC-AUCCCUUCGAUA-UA-CAGGCGCCCC-AU---CCUCCUCCCAGGG---UCGUCUGUG-GAAUGACAGCA  84
RNA15 -CCAUCGAAG-CGAUGCA-CCUCCUCCCGC-AUC-CUUCGAUA-UG-CAGGCGCUCC-AU---CCUCCUCCCAGGG---ACGUCUGCGGGAACGACCGCA  86
RNA16 -CUAUCGAAG-CGAUGCA-CCUCCUCCCGC-AUCCCUUUGAUA-UA-CAGGCGCCCC-AU---CCUCCUCCCAGGG---UCGUCUGUG-GAAUGACAGCA  86
RNA17 ---AUCGAAG-UGAUGCA-CCUCCUCCCGC-AAAGCUUCG---UGU-UAGGCGACCCGCU---CCUCCUCCCAAGG--GCCGCCUUACAGAACAGCGGCA  85
RNA18 -C-AACGAAG-CAAUGCA-CCUCCUCCCGC-AGAGCUUCGU-GUCU-CAGGCGACCCAUU---CCUCCUCCCGGGG--GGCGCCUGACGGAACAGCGGCG  88
RNA19 -UCAUCGAAG-CGAUGCA-CCUCCUCCCGC-AAAGCUUCGGAU-UG-AGAUGACCCU-AU---CCUCCUCCCAAGG---GUUGUCUUGUGAACAAUGGCA  87
RNA2 -UAAUCGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGAUG-UG-CGAGCGACCUU-U---CCUCCUCCCGAG---UUCGCUUGCGGGAUCAGCGCUA  87
RNA20 -UCAUCGAAACGGAUGUA-CCUCCUCCCAC-AUCCUUUCGGUAAUGCGGGUGAUCCUACU---CCUCCUCCC-AAG--GAUUGCCCCGGGGACAGCGGU-  90
RNA21 ----ACGAAG-CAAUGCA-CCUCCUCCCGC-AGAGCUUCGUGGUUU-CAGGCGACCCACU---CCUCCUCCCAAGG--GGAGCCUGACGGAACAGCGGCA  87
RNA22 ---AUCGAAG-CGAUGCU---UCCUCCCGC-AACGCUUCGAAGUU--UAGACGGCCCACU---CCUCCUCCCAAAGG-GACGUCUGUGGGAACAGCGGCA  86
RNA23 ---AUCGAAG-CGAUGCU---UCCUCCCGC-AACGCUUCGAAGUU--UAGACGGCCCACU---CCUCCUCCCAAAGG-GACGUCUGUGGGAACAGCGGCA  86
RNA24 ---GUCGAAG-CAAUGCA-CCUCCUCCCGC-AAAGCUUCGC--UUU-CAGCCGACCCACU---UCUCCUCCCAUGG--GACGUCUGUAAAAACAGCGGCA  86
RNA25 ---AUCGAAACGGAUGUA-CCUCCUCCCAC-AUCCUUUCGGUAAUGCGGGUGAUCCUACU---CCUCCUCCCAAAG--GAUUGCCCCGGGGACAGCGGUU  90
RNA3 ---AUCGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGAUA-UG-UGGGCGA-CCU-U---CCUCCUCCCGGGUUCUUCGCUCACGAGAUCAGCGCCA  87
RNA4 ----ACGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGUGA-UU-CAGGCGGCCCACU---CCUCCUCCCAGGG---ACGUCUGAAGGACCAGCGGCA  85
RNA5 -UUAUCGAAG-CGAUGCA-CCUCCUCCCGC-GUCCCUUCGAUGAUG-CAGGCGCUCUUAU---CCUCCUCCCAAGG---UCGCCUGCGGGAACAGCAGCA  89
RNA6 ---AUCGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGAAU-UU-CAGACGGCCCACU---CCUCCUCCCAGGG---ACGUCUGUAGGAACAGCGACA  86
RNA7 -CCAUCGAAG-CGAUGCA-CCUCCUCCCGC-AUCUCUUCGAUA-UG-CAGGCG-CCC-AU---CCUCCUCCCAGGG---UCGCCUGCGGGAACAACAGCA  86
RNA8 -CCAUCGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGAAU-UU-CAGACGGCCCACU---CCUCCUCCCAGGG---ACGUCUGUAGGAACAGCGACA  88
RNA9 ---AUCGAAG-CGAUGCA-CCUCCUCCCGC-AUCCCUUCGAUA-UG-CAGGCGCCCC-AU---CCUCCUCCCAGGG---UCGUCUGCGGGAACGGCAGCA  85
SmelA099-UAAUCGAAG-CGAUGCA-CCUCCUCCCGC-AGAGCUUCGAUA-UG-CGAGCGACCUU-U---CCUCCUCCCGAG---UUCGCUUGCGGGAUCAGCGCUA  87
RNA26 --CUCCAAGU-CUGGAU--CCUCCUCCCA--CCAGACUUGG---UUCAUCGCAGAACCAU---CCUCCUCCCAGGU--UUUGCGAUAACAAGACCGGUU-  84
RNA27 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGGC--UUUGCGAUAACAAGACCGGUU-  91
RNA28 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGGC--UUUGCGAUAACAAGACCGGUU-  91
RNA29 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGGC--UUUGCGAUAACAAGACCGGUU-  91
RNA30 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGGC--UUUGCGAUAACAAGACCGGUU-  91
RNA31 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGAC--UUUGCGAUAACAAGACCGGUU-  91
RNA32 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGAC--UUUGCGAUAACAAGACCGGUU-  91
RNA33 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGAC--UUUGCGAUAACAAGACCGGUU-  91
RNA34 --CUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGAC--UUUGCGAUAACAAGACCGGUU-  89
RNA35 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGAC--UUUGCGAUAACAAGACCGGUU-  91
RNA36 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCGG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGAC--UUUGCGAUAACAAGACCGGUU-  91
RNA37 UUCUCCGGGC-CUGGUU--CCUCCUCCCAAUUCAGGCCCAG---UUCGUCGCAAAGCUCUCCACCUCCUCCCAGGC--UUUGCGAUAACAAGACCGGUU-  91
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...............))))))))..........((((((((((((((..........)))))))))))))).......
RNA1 CUCCUCCUCCCGGAAUGCUGAUCGGUUCUUUUGGAAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCGU--UU 161
RNA10 CUCCUCCUCCCAGC-CGUUGUUCGGUUCUUUUCGGAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----U 161
RNA11 CUCCUCCUCCCAGC-CGUCGUUCGGUUCUUUUCGAAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUCGU---UU 162
RNA12 CUCCUCCUCCCAGC-CGCUGUUCACU-CUUUUA-AAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUUG----U 160
RNA13 CUCCUCCUCCCAAGUCGCUGUUCGGUUCUUUUAGGAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUCUA----U 162
RNA14 CUCCUCCUCCCAGC-UGUCGUUCGGUUUUUUACGA-AAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCGU--UU 158
RNA15 CUCCUCCUCCCAGC-UGUCGUUCGGUU-UUCCGA--AAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUUCG---U 157
RNA16 CUCCUCCUCCCAGC-UGUCGUUCGGUUUUUUACGA-AAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----U 158
RNA17 CUCCUCCUCCCAGC-CGUUGUUCAAUUCUUUCG-AAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCGU--UU 159
RNA18 CUCCUCCUCCCAGC-CGUUGUUCAAU-AUUUCG-AGAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----U 159
RNA19 CUCCUCCUCCCAGC-CGUUGUUCGAA--AUUUCGGAAAGCCUGCCGCACCUCCUCCCGCGGCGGGCUUUUUCG----U 158
RNA2 CUCCUCCUCCCGGAAUGCUGAUCGGUUCUUUUGGAAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----U 161
RNA20 UUCCUCCUCCCAUAUCGCUGUUC--AAUCUUUCAAGAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUUG----U 162
RNA21 CUCCUCCUCCCAGC-CGUUGUCCAAU-CUUUUGGAAAAGCCUGCCGCACCUCCUCCCGCGGCGGGCUUUUUCAU--UU 161
RNA22 CUCCUCCUCCCAGGUCGCCGUUCGGUUCUUUUAGGAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUCUA----U 160
RNA23 CUCCUCCUCCCAGGUCGCCGUUCGGUUCUUUUAGGAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUCUA----U 160
RNA24 CUCCUCCUCCCAGU-CGCUGUUCGAU--CUUCA-GAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUUGU--AU 158
RNA25 UUCCUCCUCCCAUAUCGCUGUUC--AUCUUUUCAGAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUUGU--UU 164
RNA3 CUCCUCCUCCCGGGCUGCUGAUCGGUUCUUUCGG-AAAGCCUGCCGCACCUCCUCCCGCGGCGGGCUUUUUCGU--AU 162
RNA4 CUCCUCCUCCCUGU-CGCUGAUCGGUUCUUUUAGGAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCGU--UU 160
RNA5 CUCCUCCUCCCAGC-UGCUGUUCGGUUCUUUUCGAAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----U 162
RNA6 CUCCUCCUCCCAGU-CGCUGUUCGGUUCUUUUCGAAAAACCUGCCGCACCUCCUCCCGCGGCAGGUUUUUUCGU--UU 161
RNA7 CUCCUCCUCCCAGC-UGUCGUUCGGUUCUUUUCGA-AAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----U 158
RNA8 CUCCUCCUCCCAGU-CGCUGUUCGGUUCUUUUCGAAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----U 161
RNA9 CUCCUCCUCCCAGC-UGUCGUUCGGUUUUUUUCGA-AAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCGU--UU 159
SmelA099CUCCUCCUCCCGGAAUGCUGAUCGGUUCUUUUGGAAAAGCCUGCCGCACCUCCUCCCGCGGCAGGCUUUUUCG----- 160
RNA26 CUCCUCCUCCCAAUGCCGGUCUU----ACCAUAAUGGCAUCCGUCGCUCCUCCUCCCGCGACGGAUGCCAUUUC---U 155
RNA27 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA28 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA29 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA30 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA31 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA32 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA33 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA34 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUCUUUU 159
RNA35 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA36 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
RNA37 ---CUCCUCCCAAUGCCGGUCUU----CCCCUAAUGGCAUCCGUCGC-CCUCCUCCCGCGACGGAUGCCAUUUC--UU 159
ruler .......110.......120.......130.......140.......150.......160.......170........
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RNA Family Model of SmelB003. (a) Alignment of RFMSmelB003 sequences (SCI = 0.99);
(b) Consensus secondary structure (minimum free energy -56.04 kcal/mol) for the alignment
shown in (a).

(a)
.((((((((..(((....(((..((.......)).))))))))))))))((((((((((((((((.((................)).)))))))))))))

RNA1 UGCGCGUUCACGGGAUAACGGAAAG-CCCCAACUGCCGCCCGGGCGCGCGAGGGUCGCAGAGCGACGCCGCCCCAGCCCCAUCUGCAUCGCUCUGCGACC  99
RNA2 UGCGCGUUCACGGGAUAACGGAAAG-CCCCAACUGCCGCCCGGGCGCGCGAGGGUCGCAGAGCGACGCCGCCCCAGCCCCAUCUGCAUCGCUCUGCGACC  99
SmelB003 UGCGCGUUCACGGGAUAACGGAAAG-CCCCAACUGCCGCCCGGGCGCGCGAGGGUCGCAGAGCGACGCCGCCCCAGCCCCAUCUGCAUCGCUCUGCGACC  99
RNA3 UGCGCGCCG---GGACAAUGGACAAGCCCCAAUUGCCAUCCCGGCGCGCGAGGGUCGCAGAGCGGCGC-GCCCCAGCCCCAUCUGUAUCGCUCUGCGACC  96
ruler ........10........20........30........40........50........60........70........80........90.......100

)))......
RNA1 CUCGCCUUG 108
RNA2 CUCGCCUUG 108
SmelB003 CUCGCCUUG 108
RNA3 CUCGCCUGG 105
ruler .......110
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RNA Family Model of SmelB008. (a) Alignment of RFMSmelB008 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -34.40 kcal/mol) for the alignment
shown in (a).

(a)
((((((..........))))))...((((.......))))..(((((((((((((........))))))))))).))

RNA1 GUCGCUUCUGUCCCCCAGCGACAUUCAGGACCCCAACCUGUUGCAGUGCCCGCGUCAUCCCCUGCGCGGGCACUCGC 77
RNA2 GUCGCUUCUGUCCCCCAGCGACAUUCAGGACCCCAACCUGUUGCAGUGCCCGCGUCAUCCCCUGCGCGGGCACUCGC 77
RNA3 GUCGCUUCUGUCCCCCAGCGACAUUCAGGACCCCAACCUGUUGCAGUGCCCGCGUCAUCCCCUGCGCGGGCACUCGC 77
SmelB008 GUCGCUUCUGUCCCCCAGCGACAUUCAGGACCCCAACCUGUUGCAGUGCCCGCGUCAUCCCCUGCGCGGGCACUCGC 77
ruler ........10........20........30........40........50........60........70.......
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RNA Family Model of SmelB009. (a) Alignment of RFMSmelB009 sequences (SCI = 1.02);
(b) Consensus secondary structure (minimum free energy -34.61 kcal/mol) for the alignment
shown in (a).

(a)
............(((((.((((((....))))).).).))))(((((((((((((((.....))))))))))))))).....

RNA1 UUCCCACCUAUACAAGGACCUAAACCUUUUUAGCGACACUUGAGGCGGGGCCUCGCCGCUU-GGCGGGGUCCCGCUU-GCGU 80
RNA2 UUCCCACCUAUACAAGGACCUAAACCUUUUUAGCGACACUUGAGGCGGGGCCUCGCCGCUUCGGCGGGGUCCCGCUU-GCGU 81
SmelB009 UUCCCACCUAUACAAGGACCUAAACCUUUUUAGCGACACUUGAGGCGGGGCCUCGCCGCUU-GGCGGGGUCCCGCUU-GCGU 80
RNA3 UUCCCACCUAUACAAGAACCUAGACCUUUUCAGCGAUAUCUGGGGCGGGGUUUUGCCACGAUGGCAGAACCCCUCCUUGGAU 82
ruler ........10........20........30........40........50........60........70........80..
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RNA Family Model of SmelB033. (a) Alignment of RFMSmelB033 sequences (SCI = 0.67);
(b) Consensus secondary structure (minimum free energy -24.07 kcal/mol) for the alignment
shown in (a).

(a)
.(((((((............)))))))..((((((((..(.(........))...))))))))......................

RNA1 AGCCGUCUCGAACGGGG-GAAGACGGUCAGAGGCCUGGCG-CU---UCA-GCGA-CUGGCCUCGCCG-GGGCUGGGGCAC---CG 74
RNA2 AGCCGUCUCGAACGGGG-GAAGACGGUCAGAGGCCUGGCG-CU---UCA-GCGA-CUGGCCUCGCCG-GGGCGGGGGCAC---CG 74
RNA3 AGCCGUCUCAGACGGGG-GAGGACGGUUAGGGGUCGGGCG-CU---UCA-GCGA-CUGGCCUCGCCG-GGGCUGAG--AC---C- 71
RNA4 AGCCGUCUCGUACGAGGA-GAGGCGGUUAGAGGUCGGGCG-CU---UCUGGCGG-CUGGCCUCGCCUGGGGCUGGCGCUCACACG 79
RNA5 AGCCGUCUCGUACGAGGA-GAGGCGGUUAGAGGUCGGGCG-CU---UCUGGCGG-CUGGCCUCGCCUGGGGCUGGCGCUCACACG 79
RNA6|SmelAR0053 AGCCGUCUCGUACGAGGA-GAGGCGGUUAGAGGUCGGGCG-CU---UCUGGCGG-CUGGCCUCGCCUGGGGCUGGCGCUCACACG 79
RNA7 AGCCGUCUCGCACGGGGAGGAGGCGGUUAGAGGUCGGGCG-CU---UCUGGCAG-CUGGCCUCG--U---CCUGGGGCUGACACG 75
RNA8 AGUCGUCUCGCACGGGGAGGAGGCGGUUAGAGGUCGGGCG-CU---UCUGGCAG-CUGGCCUCG--U---CCUGGGGCUGACACG 75
RNA9 AGCCGUCUCGCACGGGGAGGAGGCGGUUAGAGGUCGGGCG-CU---UCUGGCAG-CUGGCCUCG--U---CCUGGGGCUGACACG 75
SmelB033 AGCCGUCUCGAACGGGG-GAAGACGGUCAGAGGCCUGGCG-CU---UCA-GCGA-CUGGCCUCGCCG-GGGCUGGGGCAC---CG 74
RNA10 AGCCGUCCCGGUGGCGGACGGGGCGGUCAGAGGCCUGGCGCCUGCCUCCAGCGA-CGGGCCUCGCCGGGCCCAUAUUCU-----G 79
RNA11 AGCCGUCCCGAUGGCGGACGGGGCGGUCAGAGGCCUGGCGCCUGCCUCCAGCGA-CGGGCCUCGCC---CAGAGAUCCU------ 75
RNA12 UGCCGUCUCGCAG--CGACGGGGCGGUUAGAGGCCUGGCGCCUGCCUCCUGCGACCGGGCCUCGCC-CGGAGUUCGUCU------ 76
RNA13 UGCCGUCUCGCAG--CGACGGGGCGGUUAGAGGCCUGGCGCCUGCCUCCUGCGACCGGGCCUCGCC-CGAGGAGCAUCU------ 76
ruler ........10........20........30........40........50........60........70........80.....
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RNA Family Model of SmelB044. (a) Alignment of RFMSmelB044 sequences (SCI = 0.76);
(b) Consensus secondary structure (minimum free energy -41.37 kcal/mol) for the alignment
shown in (a).

(a)
((((.(((((.............((.(..((((.....))))..)))((.((......)).))))))).))))...........................

RNA1 GCAACGACACAUCUUCUAGCCUAGCCAUUGCUUGUAGUGGGCUUUGCGGUGGACCGUAUUUCCGUGUCCUUGCUCU-AUAU-UGCGGAAA-UCCAAUU-G  96
RNA2 UUAUGG--ACGGGCACUAGCCUAGCCAUUGCUUGUAGUGGGCUUUGCGGUGGACCGUAUUUCCGUGUCCUUGCUCU-AUAU-UGCGGAAA-UCCAAUU-G  94
RNA3 GCAUCGACACAGCCUCUAGCAUAGCCAGUGCUUGUAGUAGGCUUUGCGGCGGACCUUAUUUCCGUGUCCUUGCU-UCAUAC-UGCAGGACGAAAGAUU-G  97
RNA4 GCAUCGACACACCCUCUAGCAUUGCUAGUGCUUGUAGUGGGCUUUGCGGCGGACGUUGUUUCCGUGUCCUUGCU-UCAUAU-UGCGGAAC-AAUAUUUCA  97
SmelB044 GCAACGACACAUCUUCUAGCCUAGCCAUUGCUUGUAGUGGGCUUUGCGGUGGACCGUAUUUCCGUGUCCUUGCUCU-AUAU-UGCGAAAA-UCCAAUU-G  96
RNA6 GCACCGACACAUCUUCUUGCAUCGCUAUGGCUUGUAAUGGGCUGUGCUGGAGAACGUAUUGCCGUGUCCGUGCUCUCUUAU-UGAGCUGGUGGGAACUGA  99
RNA7 GCACCGACACAUCUUCUUGCAUCGCUAUGGCUUGUAAUGAGCUGUGCGGGAGAACGUAUUGCCGUGUCCGUGCUGUCUUAU-UGAGCUGGUGGGAAAUGA  99
RNA8 GCACCGACACAUCCUCUAGCAUCGCUAUGGCUUGCAAUGGGCUAUGCGGGGGACUGUAUUGCCGUGUCCGUGCUGACUU-UCAAAGCUGGUGGGAAAUGA  99
RNA5|SmelB032 GCACCGACACAUCUUCUUGCAUCGCUAUGGCUUGUAAUGGGCUGUGCUGGAGAACGUAUUGCCGUGUCCGUGCUCUCUUAU-UGAGCUGGUGGGAACUGA  99
ruler ........10........20........30........40........50........60........70........80........90.......100

........(((((((((((.....)))))))))))...
RNA1 GUACAGAAAGCCCUGACCG-GAGACGGUCAGGGCUCCU 133
RNA2 GUACAGAAAGCCCUGACCG-GAGACGGUCAGGGCUCCU 131
RNA3 AU-UAAAGAGCCCUGACCG-GAGACGGUCAGGGCU--U 131
RNA4 AU-CGAAAUGCCCUGGCCGGGAGACGGCCAGGGUU--U 132
SmelB044 GUACAG-GAGCCCUGACCG-GAGACGGUCAGGGCUCCU 132
RNA6 AU----GGGGCCCUGACCGAUAC-CGGUCGGGGCCUUU 132
RNA7 AU----GAGGCCCUGACCGACAC-CGGUCAGGGCCUUU 132
RNA8 AU----GGGGCCCUGGCCGGCAC-AGGCCAGGGCCUUU 132
RNA5|SmelB032 AU----GGGGCCCUGACCGAUAC-CGGUCGGGGCCUUU 132
ruler .......110.......120.......130........
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RNA Family Model of SmelB053. (a) Alignment of RFMSmelB053 sequences (SCI = 0.32);
(b) Consensus secondary structure (minimum free energy -16.88 kcal/mol) for the alignment
shown in (a).

(a)
....((((....((((....(((.((.(((.........)))..)))))))...))..)))).........((((((.....((((..((.(((.(....

RNA13 -----------------------------------------------------------------------ACACCCAC-CUCGCCAUUGACCACGGAUG  28
RNA14 -----------------------------------------------------------------------AUACCUAC-CUCGCCAUUGACCACGGAUG  28
RNA15 -----------------------------------------------------------------------AUACCUAC-CUCGCCAUUGACCACGGAUG  28
RNA16 -----------------------------------------------------------------------AUACCUAC-CUCGCCAUUGACCACGGAUG  28
RNA10 AU-ACAGCA---GCUGCUGGUGA-GC-GCA--AAAUA--UGUU-GUUCGCA---GUU-GUUUCC-------GUCGCUUU--AGACUUUUGACCACGGAUG  76
RNA11 A---UCGGC---GUUGCUGGUGA-GUGCUC--CAUGC--GAGC-GUUCGCG---ACUGCCGAAG-------UCGCUUAU--CU-CUUUUGACCACGGAUG  75
RNA12 A---GGGUCA--GGUU----GGUGCCUUGUUCAGGAUCCAUGA-GGACUGAUUUUUUUGCUCGCAAGGCCGCAUCGCUGAAAUGCUUUUGACCAUGGAUG  90
RNA1 AU--CGGCA---UUGCUUAUGAG-CGCUGA--UA-AC--UCGC-CGCUCGC---AAUUGCUG-C-------AUCGUUUU--CGACUUUUGACCACGGAUG  75
RNA17 AU--AGGCA---UUGCUUAAGAG-CGCUGG--AACGCGUCUGU-CGCUCGC---AAUAGCCUUC-------AUCGCUUG--AUGCUUUUGACCACGGAUG  79
RNA2 ACAAGCGCAU--UUGU----CGG-CG--GG---GGGA--UA---CGUUGGC---AAUUGCGCAU-------UGCUUUCG--ACUUG--UGACCACGGAUG  69
RNA18 AUAAGCGCAU--UUGU----CGG-CG-CGG--AAGAA--CUACAUGCCGAC---AAUCGCGCAU-------UGCUUUCG--ACUUG--UGACCGCGGAGG  74
RNA3 AU--CGGCA---UUGCUUAUGAG-CGCUGA--UA-AC--UCGC-CGCUCGC---AAUUGCUG-C-------AUCGUUUU--CGACUUUUGACCACGGAUG  75
RNA4 ACAAGCGCAU--UUGU----CGG-CG--GG---GGGA--UC---CGUUGGC---AAUCGCGCAU-------UGCUUUCG--ACUUG--UGACCACGGAUG  69
RNA5 AUAAGCGCAU--UUGU----CGG-CG--GG---GGGA--UA---CGUUGGC---AAUCGCGCAU-------UGCUUUCG--ACUUG--UGGCCACGGAUG  69
RNA6 AU--CGGCAUCGCUGA---UGAG-CGCUGG--AAAACAUCUGU-CGCUCGC---AAUUGCCGCA-------AUCGCUUU--CUGCUUUUGACCACGGAUG  79
RNA7 AU--AGCAA---CUGCUGGUGAG-CG-CGA--AUGAA-AUUGU-CGUUCGC---AGU-UGUUUU-------GUCGCUUC--AGACUUUUGACCACGGAUG  76
RNA8 A---UCGGC---GUUGCUGGUGA-GCGCUC--CACGA--GAGU-GUUCGCG---ACUGCCGAAG-------UCGCUUAU--CUGCUUUUGACCACGGAUG  76
RNA9 AU-UCAGGAU--CCGU----GAG-CACUGA--AAU----UCUU-UGCUCGC-AAGG---CUGCA-------UCGCUGAA--AUGCUUUUGACCACGGAUG  72
SmelB053 AU--CGGCA---UUGCUUAUGAG-CGCUGA--UA-AC--UCGC-CGCUCGC---AAUUGCUG-C-------AUCGUUUU--CGACUUUUGACCACGGAUG  75
ruler ........10........20........30........40........50........60........70........80........90.......100

..))))))..)))).....))))))......(((((((((((((.(((....))).)))))))))).)))...
RNA13 UACUGGCACUGGCUGA---AGGUGAU-------GAGAAGGUCGG-GUU----CAG-CCCGGCCUUU-UU-UG-  82
RNA14 UACUGGCAUUGGCUGA---AGGUGUU------GAGGAAGGUCGG-GUU----CAG-CCCGGCCUUU-UU-U-C  83
RNA15 UACUGGCAUUGGCUGA---AGGUGUU------GAGGAAGGUCGG-GUU----CAG-CCCGGCCUUU-UU-U-C  83
RNA16 UACUGGCAUUGGCUGA---AGGUGUU------GAGGAAGGUCGG-GUU----CAG-CCCGGCCUUU-UU-U-C  83
RNA10 UACUGGCACUGGUGUUAAUGGCGAU-----AUGAGGAAGGUCGGUGCAAUAUUGCCCCGGCCUUUU-UUG-UU 142
RNA11 UACUGGCACUGGUGUGA-AGAGCGAU----GUUGGAAAGGUCGGUGCGAUUUCGCCCCGGCCUUUU-UUA-UU 141
RNA12 UACUGGCACUGGCAAGAAGGCGAUG-----AUGAGGAAGGUCGGUGCGGUUCC---CCGGCCUUUU-UUGCCG 154
RNA1 UACUGGCACUGGUUUGGUAAGCGAUG----AUGAGGAAGGUCGGUGCGGUUUCGCCCCGGCCUUUU-UUG-UU 142
RNA17 UACUGGCACUGGUA-GGAAAGCGAUG----AUCAGGAAGGUCGGUGCGUUUUCGCCCCGGCCUUUU-UUG-UU 145
RNA2 UACUGGCA--CGAGUUUUGAGAGCGAAAAGACAGAAGGCCGGGGCCA--ACG-UG-CCUCGGCCUU-UUU-UU 134
RNA18 CACUGGCU--CAAGUUUUGAGAGCGAAAAGACAGAAGGCCGGGGCCA---GG-UG-CUCCGGCCUUUUUG-UU 139
RNA3 UACUGGCACUGGUUUGGUAAGCGAUG----AUGAGGAAGGUCGGUGCGGUUUCGCCCCGGCCUUUU-UUG-UU 142
RNA4 UACUGGCG--CGAGUUUUGAGAGCGAAAAGACAGAAGGCCGGGGCCA--ACC-UG-CCUCGGCCUUUUUG-UU 135
RNA5 UACUGGCA--CGAGUUUUGAGAGCGAAAAGACAGAAGGCCGGGGCCGCCAACGUG-CCUCGGCCUUUUUG-UU 138
RNA6 UACUGGCACUGGUACGGC-AGCGAU-----GUGAGGAAGGUCGGCGCGGUCUCGCCCCGGCCUUUU-UUG-UU 144
RNA7 UACUGGCACUGGUGUUAAGAGCGAU-----AUGAGGAAGGUCGGUGCAAUAUUGCCCCGGCCUUUU-UUG-UU 142
RNA8 UACUGGCACUGGUGUGA-AGAGCGAU----GUUGGAAAGGUCGGUGCGGUUUCGCCCCGGCCUUUU-UUA-UU 142
RNA9 UAGUGGCACUGGUAAGA--AGGCGAC---GAGGAGGAAGGUCGGUGCGGUUUCGC-CCGGCCUUUU-UUU--G 136
SmelB053 UACUGGCACUGGUUUGGUAAGCGAUG----AUGAGGAAGGUCGGUGCGGUUUCGCCCCGGCCUUUU-UUG-UU 142
ruler .......110.......120.......130.......140.......150.......160.......170...
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RNA Family Model of SmelB064. (a) Alignment of RFMSmelB064 sequences (SCI = 0.91);
(b) Consensus secondary structure (minimum free energy -32.97 kcal/mol) for the alignment
shown in (a).

(a)
.((((..((((((.......))))))..).)))..(((((((((((..(((....)))))))..)))))))...............

RNA1 AGCCAUUCGAGCCUCCUGUCGGCUCGUUUCGGUCAGGGCCUCGCGGUAGUGCAAACACCCGCUUGAGGCCCGAUUUUACUUAUGAG 86
SmelB064 AGCCAUUCGAGCCUCCUGUCGGCUCGUUUCGGUCAGGGCCUCGCGGUAGUGCAAACACCCGCUUGAGGCCCGAUUUUACUUAUGAG 86
RNA2 AGCCAUUCGAGCCUCCUGUCGGCCCGUUUCGGUCAGGGCCUAGCGGGAGUGCAAACACCCGCUUGAGGCCCGAUUAUACUGAUGGG 86
ruler ........10........20........30........40........50........60........70........80......
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RNA Family Model of SmelB075. (a) Alignment of RFMSmelB075 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -15.81 kcal/mol) for the alignment
shown in (a).

(a)
((((......))))..((((((...(((((((((((.....)))))).)))))..))))))...

RNA1 GUAUUCGAAUAUGCCAAGGAAUUUUGCGUUGCGGUUGGAAUGAUCGCGAACGCCUAUUUUUGUU 64
RNA2 GUAUUCGAAUAUGCCAAGGAAUUUUGCGUUGCGGUUGGAAUGAUCGCGAACGCCUAUUUUUGUU 64
SmelB075 GUAUUCGAAUAUGCCAAGGAAUUUUGCGUUGCGGUUGGAAUGAUCGCGAACGCCUAUUUUUGUU 64
RNA3 GUAUUCGAAAAUGCCAAGAAAUUUUGCGUUGCGGUUAGCAUGAUCGCGAACGCCUAUUUUUGUU 64
ruler ........10........20........30........40........50........60....
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RNA Family Model of SmelB095. (a) Alignment of RFMSmelB095 sequences (SCI = 0.89);
(b) Consensus secondary structure (minimum free energy -43.39 kcal/mol) for the alignment
shown in (a).

(a)
..........((((((((((((..((((.(.((((.((((((....)))))))))).).)))))))))))))))).

RNA1 CUAUCGAAAGGGACGGGCAGGCUGCUGCAGCGGCCUGUGCGCUAAGGCGCAUGGCCACAGCGGGCCUGCCCGUCUG 76
RNA2 CUAUCGAAAGGGACGGGCAGGCUGCUGCAGCGGCCUGUGCGCUAAGGCGCAUGGCCACAGCGGGCCUGCCCGUCUG 76
SmelB095 CUAUCGAAAGGGACGGGCAGGCUGCUGCAGCGGCCUGUGCGCUAAGGCGCAUGGCCACAGCGGGCCUGCCCGUCUG 76
RNA3 CAUCGAAAGUGGGCGGGCAGUCUGCUGCAGAGGCUUCGGCUUGUGAGCGCGUGGGUGCUGCAGGCCUGCCCGUCUG 76
ruler ........10........20........30........40........50........60........70......
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RNA Family Model of SmelB126. (a) Alignment of RFMSmelB126 sequences (SCI = 0.7);
(b) Consensus secondary structure (minimum free energy -27.44 kcal/mol) for the alignment
shown in (a).

(a)
..........(((((...............)))))..((((((...((........)).....)))))).....(((((((((((.............))

RNA1|SmelB047 GUUCCU-AUUUCAGAAGGUUGUUUUCU-CCUCUGGAUUUCGACUC-GCGAACAAUCGCAC-AUGUCGGACAACUGCAGCGCUUCGUAUCGCAUCU-GCCG  95
RNA10 GUUCCU--CUUC-AGUAGGUU-AUUUCCGCUGGAACCGUCGACUGAGUGGAUA----CGC-GAGUCGACCAACUGCAGCGCUCCUUUUGAGUUGUGCCAG  91
RNA11 GUUCCU--CUUCAAGUAGGUUAAUUUCCUCUGGAAUCGUCGACUGAGUUGAUA----CAC-GAGUCGACCAACUGCAGCGCUCCUUUUGAGUUGUGCUAG  93
RNA13|SmelA060 GUUCCU--A-UUCAGACGGA-AGUUCUCCGCUGAAACGUUGGCUUAGCGGACAAUCGCAC-AAGUCGACCAACUGCAGCGCUCCUUUU--CAA-U-CCGG  91
RNA2 GUUCCU-AUUUCAGAAGGUUGUUUUCU-CCUCUGAAUUUCGACUG-GCGGACAAUCGCAU-GUGUCGGACAACUGCAGCGCUCCAUUCC--AUCU-UCCG  93
RNA3 GUUCCC-AUCUCAGAAGGUUGUUUUCU-CCUCUGAAUUUCGACUG-GCGGAUUAUCGCAU-GUGUCGGACAACUGCAGCGCUCAAUUCC--AUCU-UCCG  93
RNA4 GUUCCUCAUUUCAGAAGGUUGUUUUCUCCCUCUGAAUUUCGACUG-GCGAACAAUCGCAC-AUGUCGGACAACUGCAGCGCUCCUUUUCGGUUAG-GCGG  97
RNA5 CUUACCGACACUCGCGCGCCGUUUAAGCUCCG----CCUCGACUG-GCGAACAAUUGCAC-GUGUCGGACAACUGCAGCGCUCCAUUCCAUCU---UCCG  91
RNA6|SmelA072 GUUCCU--AUUUCAGACGGA-AGUUCUCCGCUGAAACGUUGGCUUAGCGGACAAUCGCAC-AAGUCGACCAACUGCAGCGCUCCUUUU--CAA-U-CCGG  92
RNA7 GUUCCU--AUUUCAGACGGA-UGUUCUCCUCUGAA-UGUUGGCUUAGUGGACA---GCAC-AAGUCGACCAACUGCAGCGCUCCUUUUAGUCU-A-CCGG  90
RNA8 GUUCCU--A-UUCAGACGGA-AGUUCUCCGCUGAAACGUUGGCUUAGCGGACAAUCGCAC-AAGUCGACCAACUGCAGCGCUCCUUUU--CAA-U-CCGG  91
RNA9 GUUCCU--AUUUCAGACGGA-UGUUCUCCUCUGAA-UGUUGGCUUAGUGGACA---GCAC-AAGUCGACCAACUGCAGCGCUCCUUUUAGUCU-A-CCGG  90
SmelB126 GUUCCUCAUUUCAGGAGGUUGUUUUCUCCCUCAGAAUUUCGACUA-GCGGACAAUCGCAC-GUGUCGGACAACUGCAGCGCUCCUGAUCGCAUCU-GCCA  97
RNA12 GUUGCU--GUUUCAG---------GCUCCGCUGAAAUGUCGGUUUAGCAGAUAAUCGCACUAAGUGGACCAACUGCAGCGCUCCUUGUCAGUUGUGCCAG  89
ruler ........10........20........30........40........50........60........70........80........90.......100

))))))))).......
RNA1|SmelB047 GAGCGCUGCUUUUCUU 111
RNA10 GAGCGCUGCCUUUCCA 107
RNA11 GAGCGCUGCCUUUCCA 109
RNA13|SmelA060 GAGCGCUGCCCUUC-U 106
RNA2 GAGCGCUGAUUUU-UU 108
RNA3 GAGCGCUGCUUUU-UU 108
RNA4 GAGCGCUGCUUUUCUU 113
RNA5 GAGCGCUGCUUUUCCU 107
RNA6|SmelA072 GAGCGCUGCCCUUCUU 108
RNA7 GGGCGCUGCCUU--UU 104
RNA8 GAGCGCUGCCCUUCUU 107
RNA9 GGGCGCUGCCUUUCUU 106
SmelB126 GAGCGCUGUUUU--UU 111
RNA12 GAGCGCUGCUUUUC-U 104
ruler .......110......
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RNA Family Model of SmelC023. (a) Alignment of RFMSmelC023 sequences (SCI = 1.11);
(b) Consensus secondary structure (minimum free energy -78.06 kcal/mol) for the alignment
shown in (a).

(a)
...((((((..........)))))).(((((((((.(.(((.........))).))))))))))....(((((((((((..............)))))))

RNA1 A--GCGGCACU-CAUACAAUGCCGUGAGUCUGGUGAUUGGCCUGUCCCCCGCCCGCACCAGAUGA--GGACAAAGGCCUCAU-CCCCCUCUCCGGGCCUU  94
RNA10 A--CCGGCGC--UUGAUCGCGUCGCGGGUCUGAUUACCGGCUUGUCCCCCGCC-GCGUCAGGCUU--GGACAAAGGCCUUAU-CCCCCUCUCCGGGCCUU  92
RNA11 A--CCGGCGC--UUGAUCGCGUCGCGGGUCUGAUUACCGGCUUGUCCCCCGCC-GCGUCAGGCUU--GGACAAAGGCCUUAU-CCCCCUCUCCGGGCCUU  92
RNA12 AGGACGGCGC--CUGAUCACGCCGUAGUCUGAUAG-CUGGCUCGUCCCCCGCC-GC-GUCAGACC--GGACAAAGGCCUUU--CCCCCUCUCCGGGCCUU  91
RNA13 ---ACGGCGC--CUGAUCACGCCGUAGUCUGAUUG-UAGGCUCGUCCCCCGCC-GC-AUCAGACC--GGACAAAGGCCUUUC-CCCCCUCUCCGGGCCUU  89
RNA15 A--UCGGCAG-----UUUUCGCCGAAGUCCGGAGCAA-GGCCCGUCCCCCGCC-UAUCCCGGACA-AUUGCGGCAGCCUAUC-CCCCCUCUCCGGGCUGC  89
RNA16 A--UCGGCAG-----UUUUCGCCGA-GUCCGGAGCAA-GGCCCGUCCCCCGCC-UAUCCCGGACA-CCUGCGGCAGCCUAUC-CCCCCUCUCCGGGCUGC  88
RNA17 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA18 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA19 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA2 A--GCGGCACU-CAUACAAUGCCGUGAGUCUGGUGAUUGGCCUGUCCCCCGCCCGCACCAGAUGA--GGACAAAGGCCUCAU-CCCCCUCUCCGGGCCUU  94
RNA20 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA21 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA22 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA23 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA24 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA25 ---AUCGACA-----CUUCGUCGGUCUCCGGUU-UCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  88
RNA26 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCCGGCUGC  89
RNA27 ---AUCGACA-----GUUCGUCGGUCGCCGGUUUUCU-GACCCGUCCCCCGUU-GGAUGCCGGAUGCUAGCGGUAGCCUCAU-UCCCCUCUCCGGGCUAC  89
RNA3 A--GCGGCAGU-CAUAAAAUGCCGUGUGUCUGGUGAUUGGCCUGUCCCCCGCCCGCACCAGAUAA--GGACAAAGGCCUCAU-CCCCCUCUCCGGGCCUU  94
RNA4 A--GCGGCACU-CAAACGAUGCCGU-CGUCUGGUGAUUGGCCUGUCCCCCGCCCGCACCAGAUGU--GGACAAAGGCCUCAU-CCCCCUCUCCGGGCCUU  93
RNA5 A--CCGGCGC--UUGAUCGUGCCGAGGGUCUGAUCACCGGCUUGUCCCCCGCC-GCAUCAGGCUU--GGACAAAGGCCUUAU-CCCCCUCUCCGGGCCUU  92
RNA6 A-GCGGCGC---AUGAUUAGCACCGCAGUCUGAAAGUUGGCUCGUCCCCCGCC-GCUUCAGACUUCAGGACAAAGGCCUUAUCCCCCCUCUCCGGGCCUU  95
RNA7 A--CCGGCGA--UUGAUUACGCCGAGGGUCUGACAACCGGCCUGUCCCCCGCC-AUGUCAGACUU--GGACAAAGGCCU-AU-CCCCCUCUCCGGGCCUU  91
RNA28 ---AUCGACA-----CUUCGUCGGUCUCCGGUUUUCC-GACCCGUCCCCCGUC-GGAAACCGGAUGGUAGCGGUAGUCUCAU-UCCCCUCUCCGGGCUGC  89
RNA8 A--CCGGCGC--UUGAUCGCGCCGCGGGUCUGAUUACCGGCUUGUCCCCCGCC-GCGUCAGGCUU--GGACAAAGGCCUUAU-CCCCCUCUCCGGGCCUU  92
RNA9 A--CCGGCGCUAUUGAUCGCGUCGCGGGUCUGAUUACCGGCUUGUCCCCCGCC-GCAUCAGGCUU--GGACAAAGGCCUUAU-CCCCCUCUCCGGGCCUU  94
SmelC023 A--GCGGCACU-CAUACAAUGCCGUGAGUCUGGUGAUUGGCCUGUCCCCCGCCCGCACCAGAUGA--GGACAAAGGCCUCAU-CCCCCUCUCCGGGCCUU  94
RNA14 ---AUCGGCAAUAUUUUUCGCCGAA--GUCCGGAAA--GGCUCGUCCCCCGCC-GAACCGGACAUAAAAGCGGCAGCCUUAU-CCCCCUCUCCGGGCUGC  91
ruler ........10........20........30........40........50........60........70........80........90.......100

))))...............(((((((((((((..........)))))))))).))).
RNA1 UGUCCC--GCUUUC-AAAGAGCCGCCACGGCGCAGCCUCC-GCGCCGUGGCG-GUUU 146
RNA10 UGUCC---CCACU---UUAAAGUCGCCAUGGCCAACCUCCAGGCCAUGGCGA-CUUU 142
RNA11 UGUCC---CCACU---UUAAAGUCGCCAUGGCCAACCUCCAGGCCAUGGCGA-CUUU 142
RNA12 UGUCCU--CCAAU---AU-GACCGCCAUGGCCGACCCCUCCCGGCCAUGGCG-GUUU 141
RNA13 UGUCCU--CUUAU---AU-GACCGCCAUGGCCGUCCCCUCCCGGCCAUGGCG-GUUU 139
RNA15 CGCAUCGUUUCGAGU-AUGAGGCCGCCGUGGUUCCCCCUC-CACCACGGCGG-UCUU 143
RNA16 CGCAUCGUUUCGAGU-AGAAGGCCGCCGUGGUUCCCCCUC-CACCACGGCGG-UCUU 142
RNA17 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA18 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA19 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA2 UGUCCC--GCUUUC-AAAGAGCCGCCACGGCGCAGCCUCC-GCGCCGUGGCG-GUUU 146
RNA20 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA21 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA22 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA23 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA24 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA25 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 139
RNA26 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA27 CGCUUUGAGUGUAGUGACAUGGCCGUUGCGGU-ACCCCCU-CACCGUAACGG-CCAA 143
RNA3 UGUCCC--GCUUUCAAAAAAACCGUCACGGCGCCGCCUCC-GCGCCGUGACG-GUUU 147
RNA4 UGUCCC--GCUUUC-ACGAAGCCGCUACGGCGCCGCCUCC-GCGCCGUAGCG-GUUU 145
RNA5 UGUCC---CCAUU---UUAAGGUCGCCAUGGCCAACCUCCAGGCCAUGGCGA-CUUU 142
RNA6 UGUCCC--CUGUUA-CGAAAAGUCGUCACGGCGCCGCCUCCAGCCGUGACGA-CUUU 148
RNA7 UGUCCU--CCUUU---UCUAAGCCGCCAUGGCGCCCCUCCAGGCCAUGGCGG-CUUU 142
RNA28 CGCU----GUGUAGUGACAUGGCCGCUGUGGUAAUCCCCU-CACCACAGCGG-CCAA 140
RNA8 UGUCC---CCACU---UUAAGGUCGCCAUGGCCAACCUCCAGGCCAUGGCGA-CUUU 142
RNA9 UGUCC---CCAUU---UUAAAGUCGCCAUGGCCAACCUCCAGGUCAUGGCGA-CUUU 144
SmelC023 UGUCCC--GCUUUC-AAAGAGCCGCCACGGCGCAGCCUCC-GCGCCGUGGCG-GUUU 146
RNA14 CGC-------ACAUAAUAUAAGGCCGCCGUGGUUCCCCUCCACCACGGCGGCACUUU 141
ruler .......110.......120.......130.......140.......150.......
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RNA Family Model of SmelC032. (a) Alignment of RFMSmelC032 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -38.80 kcal/mol) for the alignment
shown in (a).

(a)
((.(.(((((((......))))))))...(.((.....)).)))......((((.((((((....)))))).))))...

RNA1 GCAGUCCGGCCGCUGAAAUGGCCGGCGGAGGCGGCUCACGGCGCAAAAAAGGGGAGCGGACAUAGGUCCGCACCCCAUU 79
SmelC032 GCAGUCCGGCCGCUGAAAUGGCCGGCGGAGGCGGCUCACGGCGCAAAAAAGGGGAGCGGACAUAGGUCCGCACCCCAUU 79
RNA2 GCAGUCCGGCCGCUGAAAUGGCCGGCGGAGGCGGCUCACGGCGCAAAAAAGGGGAGCGGACAUAGGUCCGCACCCCAUU 79
ruler ........10........20........30........40........50........60........70.........
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RNA Family Model of SmelC055. (a) Alignment of RFMSmelC055 sequences (SCI = 1.04);
(b) Consensus secondary structure (minimum free energy -38.96 kcal/mol) for the alignment
shown in (a).

(a)
.......(((((....)))))((((((((((((((((....))))))))))))))))......

RNA1 GAGUU--UUGGCGGGGGCCAGGAGCCGGGUGCGUUUCGAAAGAGACGCAUCCGGCUU-UAUGU 60
RNA2 GAGUU--UUGGCGGGGGCCAGGAGCCGGGUGCGUUUCGAAAGAGACGCAUCCGGCUU-UAUGU 60
RNA3 CAGUU--UUGGCGGGGGCCAGGAGCCGGGUGCGUUUCGAAGGAGACGCAUCCGGCUU-UAUGU 60
SmelC055 GAGUU--UUGGCGGGGGCCAGGAGCCGGGUGCGUUUCGAAAGAGACGCAUCCGGCUU-UAUGU 60
RNA4 GAGUUCAUUGGCGGGGGCCAGGGGCCGCAUGCGUUUCGCAAGAGACGCAUGCGGCUUUUUUGU 63
ruler ........10........20........30........40........50........60...
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RNA Family Model of SmelC151. (a) Alignment of RFMSmelC151 sequences (SCI = 1.02);
(b) Consensus secondary structure (minimum free energy -36.37 kcal/mol) for the alignment
shown in (a).

(a)
......(((((((..((......)).)))))))......(((((((((..(((.........))).))))))))).......

RNA1 UUCCCCGCAGGGU-AUGAGCCAAUAGACCCUGCUGCUU-GCCCGGUAC--AUGC---CAAGACAU-GUACCGGGCUUUUU-U 73
RNA11 UUCCCCGCAGGGU-GAUUUGCCAAUAACCCUGC--CUUUGCCCGGUGUCAGGCC---CCUCGGCC-GCACCGGGUUUUUU-U 74
RNA12 AUCCCCGCAGGGCGAAAAGCCAAUCGGCCCUGCU-UUUGCCCGGCAAC--AGUU---CA----CU-GUUGCCGGGUCUUU-U 70
RNA13 UUCCCCGCAGGGU-GAUUUGCCAAUAGCCCUGC--CUUUGCCCGGUGUCAGGCC---CCUCGGCC-GCGCCGGGCUUUUU-U 74
RNA2 UUCCCCGCAGGGU-AUGAGCCAAUAGACCCUGCUGCUU-GCCCGGUAC--AUGC---CAAGACAU-GUACCGGGCUUUUU-U 73
RNA3 UUCCCCGCAGGGU-AUGAGCCAAUAGACCCUGCUGCUU-GCCCGGUAC--AUGC---CAAGACAU-GUACCGGGCUUUUU-U 73
RNA4 UUCCCCGCAGGGU-AUGAGCCAAUAGACCCUGCUGCUU-GCCCGGUAC--AUGC---CAAGACAU-GUACCGGGGUUUUU-U 73
RNA5 UUCCCCGCAGGGU-GAUAGCCAAUAAGCCCUGCUUCUUGCCCGGUGUCC-GGCC---UCAGUGCC-GACACCGGGUUUUU-U 75
SmelC151 UUCCCCGCAGGGU-AUGAGCCAAUAGACCCUGCUGCUU-GCCCGGUAC--AUGC---CAAGACAU-GUACCGGGCUUUUU-U 73
RNA10 UUCCCCGCAGGGU-GAUAGCC-AAUAGCCCUGCCGCUUGACCCGGAGACCGGCUUUUCCCAAGCCAUCUCCGGGUUUUUU-U 79
RNA6 UUCCCCGCAGGGU-GAUAGCC-AAUAGCCCUGCCGCUUGACCCGGUGAUCGGCUU-UCCCAAGCCAUCUCCGGGUUUUUU-U 78
RNA7 UUCCCCGCAGGGU-GAUAGCC-AAUAGCCCUGCCGCUUGACCCGGUGAUCGGCUU-UCCCAAGCCAUCUCCGGGUUUUUU-U 78
RNA8 UUCCCCGCAGGGU-GAUAGCC-AAUAGCCCUGCCGCUU-GACCCGGUGAUCGGCUUUCCCAGCCAUCGCCGGGUCUUUUUAU 79
RNA9 UUCCCCGCAGGGU-GAUAGCC-AAUAGCCCUGCCGCUUGACCCGGUGAUCGGCUUUUCCCAAGCCAUCUCCGGGUUUUUU-U 79
ruler ........10........20........30........40........50........60........70........80..
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RNA Family Model of SmelC165. (a) Alignment of RFMSmelC165 sequences (SCI = 0.71);
(b) Consensus secondary structure (minimum free energy -43.24 kcal/mol) for the alignment
shown in (a).

(a)
....((((.......))))............(((.((......)).)))........((((.(((((((.(((((..(((......(((......)))..

RNA1 GU--GUCC--AGAGGGGACCACAAUAAGACAGCGCCCAAG-AAGGUCGCG----ACAAGGG-CCGCCGC-CGAUCGCCUGUGA-UCCCGGAUGUACGGAC  88
RNA2 GU--GUCC--AGAGGGGACCACAAUAAGACAGCGCCCAAG-AAGGUCGCG----ACAAGGG-CCGCCGC-CGAUCGCCUGUGA-UCCCGGAUGUACGGAC  88
RNA6 GG--GUCC--AGAGGGGACUUGGAGAAG--GGCGGUCUGG-AAAU-CGC------CCUCAC-AAAACGC-CGCCUUAACCGU----GCCUCAG--GGCAA  78
RNA3 GU--GUCC--AGAGGGGACCAAAAUAAGACAGCGCCCAAG-AAGGUCGCG----A-AAGGG-CCGCCGC-CGUUUGCCUGUGA-UCCCGGAUGUACGGAC  87
RNA4 GUCGGUCCACAGAGGGGACUAAAAGAAGACAGCGCCCAAG-AAGGUCGCGAAGCAAAAGGG-CCGCCGC-CGGCCGCCUGUGA-UCCCGGAUGUACGGAC  96
RNA5 GA-GGUCC--AGAGGGGACUUU--GAUAACAGCGCCAAUG-AAUGU-GCGCGGAUCAGGCA-GCCGUCG-UCGAUACCAUAGUCGUUGCUUCUCCCGGCG  91
SmelC165 GU--GUCC--AGAGGGGACCACAAUAAGACAGCGCCCAAG-AAGGUCGCG----ACAAGGG-CCGCCGC-CGAUCGCCUGUGA-UCCCGGAUGUACGGAC  88
RNA7 G---GUCC--AGAGGGGACUUUG-AGAC-CAGCGCCA-GAAAAUGGCGCG----GCCGACACACCGCUGCCCGACGCCGAUGCCGCUUUUCUUCCGGCCC  88
RNA8 G---GUCC--AGAGGGGACUUUG-AGAC-CAGCGCCA-GGAAAUGGCGCG----GCCGACACACCGCUGCCCGACGCCGAUGCCGCUUUUCUCCCGGCUC  88
RNA9 G---GUCC--AGAGGGGACUUUGAUGAC-CAGCGCCA-GGAAAUGGCGCG----GCCGACACACCGCUGCCCGACGCCGAAGCCGCUUCUCUCCC-GGUC  88
RNA10 G---GUCC--AGAGGGGACUUUGCUGAC-CAGCGCCA-GGAAAUGGCGCG----GCCGACACACCGCUGCCCGACGCCGAUGCCGCUUCUCUCCUGGGCC  89
RNA11 G---GCCC--AGAGGGGACUUG---GAC-CAGCGCCAGGGAAAUGGCGCG----GCC-GCACACUGCUGUCCGACGCCGAUGCCGCUUUUC--CCAAGCC  84
ruler ........10........20........30........40........50........60........70........80........90.......100

.)))..))))))).))))))))).......
RNA1 ACGG-AGAUCGGUUGGCGGCCCU-CAUUUU 116
RNA2 ACGG-AGAUCGGUUGGCGGCCCU-CAUUUU 116
RNA6 UGGUUUUGGCGGC--GUUUGU------UUU 100
RNA3 ACGG-CGAACGGCUGGCGGCCUU-CAUUUU 115
RNA4 AUGGGCGGCAGGCUGGCGGCCCUUCAUUUU 126
RNA5 ACAGGUCUUGACG-GCGGCUGUUGCUUAUU 120
SmelC165 ACGG-AGAUCGGUUGGCGGCCCU-CAUUUU 116
RNA7 UUCGGUGUCGGCG-GCGGUUGUUGCGUUUU 117
RNA8 UUCGGUGUCGGCG-GCGGUUGUUGCGUUUU 117
RNA9 UUCGGCGUCGGUG-GCGGUUGUUGCCUUUU 117
RNA10 CUCGGCGUCGGCG-GUGGUUGUUGCCUUUC 118
RNA11 UUCGGUGUCGGCG-GCGGUUGUUGCGUUUU 113
ruler .......110.......120.......130
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RNA Family Model of SmelC289. (a) Alignment of RFMSmelC289 sequences (SCI = 0.9);
(b) Consensus secondary structure (minimum free energy -48.93 kcal/mol) for the alignment
shown in (a).

(a)
..............((((((........)))))).......((((.......((((.....))))...(((((.((((((......))).)))...((..

RNA13 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUC--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA14 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA15 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA16 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA17 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA18 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA19 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA20 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA21 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA22 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA23 CAGCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUC-AAAGUCUUGGGAGGAU-G-GAUCCAGGCGCGACU-UUCGCAGCCG-CCAGU  93
RNA24 CUCGAUAACCGAGAGGGCAGAAAAAAAUCUGCUCUCC--UACGCGGUC-AAAGUCUUGGGAGGAU-GCGAUCUAGGCGCGGUUACUCGCUGCCGCCGG--  94
RNA25 CGCGAUAACCGAGAGGGCGGAGAAAAAUCUGCCCUCC--UACGCGGUC-AAAGUCUUGGGAGGAU-GCGAUCUAGGCGCGGUUACUCGCUGCCGCCGG--  94
RNA26 CACAAAAUAAG-AGGGUGGAACAAUGAAUCCGCUCUCAUUACGCGGUCAAAAGUCUUGGGAGGAU-ACGGUCCUGGCGCGGUUACUCGCCGCCGCCGUUU  98
RNA28 CACCAUAAGAGCAACAACGGA-AUAAAACCGUUGGUU-UCACGCGGUG--AAGUCUUGGGAGGAU-G-GAUCCAGGCGCGGUU-UCCGCAGCCG-CCAGU  92
RNA1 CAC---AAAACAGGCAGGAAG-ACCAAAUUCUUGCCGAAAUUCGCGGUC-AAGUCUUGGGAGGAUAAGAUCUUAGGCGCGCUUGUUCGCUGCC--GCCGG  93
RNA10 CAC---AAAACAGGCAAGGAA-G-UUAAUUCUUGCC-A-UUUCGCGGUC-AAGUCUUGGGAGGAUCAGAUCUUAGGCGCGCUCG-UCGCAGCC--CCGGC  89
RNA11 UAC---AAAAGAGGCAGGAAG-UUUAAAUUCUUGUCAU-UUUCGCGGUC--AGUCUUGGGAGGAUCAGAUCUUAGGCGCGCUCG-UCGCUGCC--CCGGC  90
RNA12 CAC---AAAACAGGCAGAAAG-CUUAAAUUUCUGCCGA-UUUCGCGGUUAAAGUCUUGGGAGGAUCAGAUCUUAGGCGCGGUCAUUCGCAGCC--CCUUA  93
RNA2 CAC---AAAACAGGCAGGAAG-ACCAAAUUCUUGCCGAAAUUCGCGGUC-AAGUCUUGGGAGGAUAAGAUCUUAGGCGCGCUUGUUCGCUGCC--GCCGG  93
RNA3 CAC---AAAACAGGCAGGAAG-ACCAAAUUCUUGCCGAAACUCGCGGUC-AAGUCUUGGGAGGAUAAGAUCUUAGGCGCGCUCGUUCGCUGCC--GCCGG  93
RNA27 CAC---AAAAGAGGCAGGAAG-UCUAAAUUCUUGCCGU-UUUCGCGGUC--AGUCUUGGGAGGAUUCGAUCUUAGGCGCGCUUG-UCGCUGCC--CCGGU  90
RNA4 CAC---AAAACAGGCAAGAAG-ACCAAAUUCUUGCCGAUUUUCGCGGUC-AAGUCUUGGGAGGAUAAGAUCUUAGGCGCGCUCGUUCGCUGCC--GCCGG  93
RNA5 CAC---AAAACAGGCAGGAAG-C-UAAAUUCUUGCCGA-AUUCGCGGUC-AAGUCUUGGGAGGAUCAGAUCUUAGGCGCGCUCG-UCGCAGCC--CCGGC  90
RNA6 CAC---AAAACAGGCAGGAAG-GAUAAAUUCUUGCCGA-AUUCGCGGUC-AAGUCUUGGGAGGAUCAGAUCUUAGGCGCGCUCG-UCGCUGCC--CCGGC  91
RNA7 CAC---AAAACAGGCAGGAAG-U-UAAAUUCUUGCCGA-AUUCGCGGUC-AAGUCUUGGGAGGAUCAGAUCUUAGGCGCGCUCG-UCGCAGCC--CCGGC  90
RNA8 CAC---AAAAGAGGCAGGAAG-GCUAAAUUCUUGUCG--UUUCGCGGUC-AAGUCUUGGGAGGAUCAGAUCUUAGGCGCGCUCG-UCGCUGCC--CCGGC  90
RNA9 CAC---AAAACAGGCAGGGAG-U-UAAAUUCUUGCCGA-AUUCGCGGUC-AAGUCUUGGGAGGAUCAGAUCUUAGGCGCGCUCG-UCGCAGCC--CCGGC  90
SmelC289 CAC---AAAACAGGCAGGAAG-ACCAAAUUCUUGCCGAAAUUCGCGGUC-AAGUCUUGGGAGGAUAAGAUCUUAGGCGCGCUUGUUCGCUGCC--GCCGG  93
ruler ........10........20........30........40........50........60........70........80........90.......100

.......))......)))))...)))).........((((((((......))))))))........
RNA13 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGUGAA-A-GCCUUGCUUUUU-UUU 152
RNA14 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA15 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA16 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA17 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA18 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA19 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA20 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA21 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA22 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU--UU 151
RNA23 ---CAAAUGG-AAACGGAUCGAACGCGUAUUUGAUUAGCAAGGCGAA-A-GCCUUGCUUUUU-UUU 152
RNA24 ----AAACCGGAAACAGAUCGGACGCGU--UUAAAUUGCAAGGCCUCGU-GCCUUGCAUUUUUUUU 153
RNA25 ----AAACCGGAAACAGAUCGGACGCGU--UU-AAUUGCAAGGCCUCGU-GCCUUGCAUUUUUUUU 152
RNA26 AAAAAAAACGGAAGCGGAUCGGACGCGU--UCUAGUUGCAAGGCUUC-U-GCCUUGCUUUU-UUUU 159
RNA28 ---AAAAUGGAAAACGGAUCGAACGCGUAUUCAAUUGGCAGGGCGAA-A-GCCUUGCUUUUU--UU 151
RNA1 ---AAACGGAUUA--AAGAUCACGCGACACUU-AAAAACAAGGCUUUG--GCCUUGUUUUUU--UU 149
RNA10 ---AA--CGGUUA--CAGAUCACGCGAUACUU--AAAACAAGGCUUUUA-GCCUUGUUUUUU--UU 143
RNA11 ---AA--CGGUUA--CAGAUCACGCGAAACCUGAAAAACAAGGCUGAAAUGCCUUGUUUUUU--UU 147
RNA12 ---AU--UGGUGA--AAGGUCACGCGACAUUUCAAUAACAAGGUCUUCGGGCCUUGUUUUUU--UU 150
RNA2 ---AAACGGAUUA--AAGAUCACGCGACACUU-AAAAACAAGGCUUUG--GCCUUGUUUUUU--UU 149
RNA3 ---AAACGGAUUA--GAGAUCACGCGAAACUUAGAAAACAAGGCUUUG--GCCUUGUUUUUU--UU 150
RNA27 ---AA--CGGUUA--CAGAUCACGCGAAACCUGAAAAACAAGGCUGAAAUGCCUUGUUUUUU--UU 147
RNA4 ---CAACGGUUGA--AAGAUCACGCGAAACUUGAAAAACAAGGCUUUG--GCCUUGUUUUUU--UU 150
RNA5 ---AA--CGGUUA--CAGAUCACGCGAUACUU--AAAACAAGGCUUUUA-GCCUUGUUUUUU--UU 144
RNA6 ---AA--CGGUUA--CAGAUCACGCGAUACUU--AAAACAAGGCUUUUA-GCCUUGUUUUUU--UU 145
RNA7 ---AA--CGGUUA--CAGAUCACGCGAUACUU--AAAACAAGGCUUUUA-GCCUUGUUUUUU--UU 144
RNA8 ---AA--CGGAUA--AGGAUCACGCGAUACUU-AAAAACAAGGCUUACC-GCCUUGUUUUUU--UU 145
RNA9 ---AA--CGGUUA--CAGAUCACGCGAUACUU--AAAACAGGGCUUUUA-GCCUUGUUUUUU--UU 144
SmelC289 ---AAACGGAUUA--AAGAUCACGCGACACUU-AAAAACAAGGCUUUG--GCCUUGUUUUUU--UU 149
ruler .......110.......120.......130.......140.......150.......160......

(b)

CAC_A
_
A
A
A
A
G
A
G
G
CA

AC
GA

A
_AU

A
A
A A UUCUUGC

C
G
_
UCAC

G
C
GGUU__AAGUCUU

G
G G A

GG
AU_AGG

A
U
C
U

A

G
G
C
G
C
G

G
U
U G

U
U

C
G
CA
G
C
CG_

CCA
G
U _ _ _

A
A
AAU

G
GU
AA_

CG
G
A
U
C
G
A

A
C
G
C
GUA

CU
U
A
AA

UA
G
C
A
A
G
G
C U

U
A

_A
_
G

C
C

U
U

G
C

U
U
U
U
U
_
_
U
U



RNA Family Model of SmelC291. (a) Alignment of RFMSmelC291 sequences (SCI = 0.55);
(b) Consensus secondary structure (minimum free energy -42.63 kcal/mol) for the alignment
shown in (a).

(a)
......................................((((((((..((..(((((............))))))).)))))))).((((((((((((.(

RNA17 -CCAUCGAAGCGCAUUUGGC-GACUUGACUGG-AAGUUACCCUACGGAGUGCUCAGGUCCGCCGCAUCUCCUGGGUCCGUAGGGUCGGCCGGCGCGCAAG  97
RNA18 GUCGGUUGGGGUAGCUUUCCCGACCUAUCCG----CUUGCCCUGCGGAAUGCUCGGGUCCGCCGCAUCUCCUGGGCCCGCAGGUCUGGUCGGCG-GGCGA  95
RNA19 GCGCAUAUCGAUGCUCGUCC-GACAUGACUG--------CCCUGCGGAGUG-CCAGGUCCGCCGCAUCUCCUGGGUCCGUAGGGUUGGCCGGCGCGCAAA  90
RNA20 --CCGAGGCACCGCCAGUCCCGCCAUCAGGA-----CAACCCUGCGGAGUGCUCAGGUCCGCCGCAUCUCCUGGGUCCGUGGGGUUUGGCCGGUGGGUGA  93
RNA21 --GCG--CCUUGGCGCGCAACGCC-U-GUUC-----UAGCCCUGCGGAGUGCCUAGGUCCGCCGCAUCUCCUGGGUCCGUGGGGUUCGGCCGGCGGGUGG  89
RNA22 -UCGAGU-GUUUCCUCUUACUUA--UAAGCA----GUUACCCUGCGGAGUGCUCGGGUCCGCCGCAUCUCCUGGGUCCGUAGGGCA--UACGAC-CGAAG  89
RNA10 CAUAAAAGA-AGCGCUCCCGCAGAGGAGCUG-U-CGAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUAGUAGG  94
RNA11 G-UCAG-----GGGCUGGUAUUGCGUAGUU--U-GAAUGCCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGAU-CGUGGGGUCGGUCGGCUGACGAU  88
RNA12 G-UCAG-----GGGCUGGUAUUGCGUAGUU--U-GAAUGCCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGAAU-CGUGGGGUCGGUCGGCUGACGAU  88
RNA13 G-CAGUA-AAAACUGACGAAUAACAGGUUUA-ACCAAUACCCCAUG--GUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUUGGUCGGCAGGUGUG  94
RNA14 G-GUGGCUGGACAUAAUG--UACGGUUGCCGCUCAAAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGUCCGUGGGGUUGGCCGGUUGGUG-C  94
RNA15 ACGAGGAUAGACCGCCGGC-UCCGGUCCCUGGG--AAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGUCCGUGGGGUCGGCCGGCCGGCG-C  94
RNA16 GCGAGGGUAGAUAGCCGGC-U-CGAUCCCUAGA--AAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGUCCGUGGGGUCGGCCGGCCGGCG-C  93
RNA1 GCGAGGAAG-GAAACU----UCCAC-AGCAU-UCGGUUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUGGCCUC  90
RNA2 GCGAGGAAG-GAAACU----UCCAC-AGCAU-UCGGUUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUGGCCUC  90
RNA3 GCGAGGAAG-GAAACU----UCCAC-AGCAA-UCGGUUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUGGCCUC  90
RNA4 UUAAGGAAGUGUGACU----UCCACGAUCGA-UCGGUUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUGGAUUC  92
RNA5 UCCCGUACAGAGAUAGCCCGCAA-GGGUUUG-A-GAAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUGGCAGG  94
RNA6 CAUAAGAGA-AGCGCUCCCGUUGAGGAGUUG-U-CGAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUAGUAGG  94
RNA7 ---AAGAGA-AGCGCUCCCGUUGAGGAGCUG-U-CGAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUAGUAGG  91
RNA8 CAUAAGAGA-AGCGCUCCCGCUGAGGAGUUG-U-CGAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUAGUAGG  94
RNA9 ----ACAGA-AGCGCUCCCGUAGAGGAGCUG-UCCGAUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUGGUAGG  91
SmelC291 GCGAGGAAG-GAAACU----UCCAC-AGCAU-UCGGUUACCCCAUG--AUGCUCAGGUCCGCCGCAUCUCCUGGGU-CGUGGGGUCGGUCGGCUGGCCUC  90
ruler ........10........20........30........40........50........60........70........80........90.......100

((..............................))).))))))))))..))..................................................
RNA17 U-AGUU-GGAGUGGCCUCCUCGAAACGCU---ACU-UGC-CGCCGG--CCACCU-UCA-GGCCUCGCCCAUGUGCGAGU-----U--GGU------UGCG 173
RNA18 UGGCUCGGAAGGCCUCUCCGUC------C---CAUCGCC-CGCCGAUUCCAGAG-UAGCU----CUCUGUU-------UCC--CU--GAU--AACCGUCA 167
RNA19 UGGCUUAGGAGUGGCCUCCUCGAAACGGC---CAUCUGC-CGCCGG--CCACCU-UCG-UG---AGGAAAUCGUC---------U--CGU------GUCA 162
RNA20 GC--UUGCGGGAGGCCUCCCCGC----UU---UCUCCCC-ACCGGC--CAGCCUAU--CUUC--CGCAGACGAUC--------AC--ACCCCAUUGGAAG 167
RNA21 ACGAUCACGGGUGGCCUCCCCGU----CC---GUCCACC-GCCGGC--CA-CCUCUCCCUGA--CAUGUCUGAUC--------CU--GCUGC-CGCCCCG 165
RNA22 CCUCUUGU-CGUCGCAAACAUGA-----U---GGUUUCG-GG-CAAUAGCACGU-UGGAUCACGCCCUCUUGAUCCGAUGGCGCUCAGAUCAGCUCCGCA 177
RNA10 CAAGUCAU--AACGGUUCCUCGUGCCGUU-U-UGCAUGCUGGCCGA--CCCCC--U-U-UCAAGAAAACGCCGCCACUUC---CGGAAGA------UGGA 175
RNA11 GUCCGAAU----CGGUUCCUCGUGCCGUGAUCACAUCGUUAGCCGA--CCGCCUUA-UCUCCGAAAAUAUUCUGUGCUUG----UGCUGC------CGCU 171
RNA12 GUCCGAAU----CGGUUCCUCGUGCCGUAAUCACAUCGUUGGCCGA--CCGCCUUC-U-UCCCGAAAAAGCCUGU--UGG----UGGCGU------UCGU 168
RNA13 CGA-UUAUCAAGCGGUUCCUCGUGCCGUUAU-UGCAUGCCCGCCGA--CCCCC--A-U-UCCAACGCCGCU-UCCCAACGC--CGCUUCC------UUGU 177
RNA14 UGGUG-UU-AGUGGCCUCCUCGUA-CCGCAGCCAGUUGCCAGCCGG--CCCCC--A-ACAGCGCGCCA----AUCUGCCCUC--UCAUCU------U--- 171
RNA15 UGGCACAU-AGUGGCCUCCUCGUA-CCGCUGCCAAACGCCGACCGG--CCCCC--U-UCUUUCCAA-UGAACAUCAGAGCU---CCGUGC------CAAA 177
RNA16 UGGCACAU-AGUGGCCUCCUCGUA-CCGCUGCCAAACGCCGACCGG--CCCCC--U-UCUUUCAAACAGAACAUCAGAACU---UCGUGC------CAAG 177
RNA1 GGACU--U--GCGGAUUCCUCGUG-CUGCA-ACCGG-ACCAGUCGA--CCCCC--A-U-UCG-AAACGCCGCUUCGAAAGAGGCGGCG-U------U--U 167
RNA2 GGACU--U--GCGGAUUCCUCGUG-CUGCA-ACCGG-ACCAGUCGA--CCCCC--A-U-UCG-AAACGCCGCUUCGAAAGAGGCGGCG-U------U--U 167
RNA3 GGAUU--U--GCGGAUUCCUCGUG-CUGCA-ACCGGAACCAGCCGA--CCCCC--A-U-UCGAAAACGCCGCUUCGAAAGAGGCGGCG-U------U--U 169
RNA4 CGACG--UCCGCGGAUUCCUCGUG-CCGCAGUCGGAGCCCAGCCGA--CCCCC--U-U-UCG-GAACGCCGCUCCGAAGGAGGCGGCGUU------U--U 174
RNA5 CAA-UU-UCAAGCGGUUCCUCGUGCCGUU-U-UGCAGGCUAGCCGG--CCCCCGAU-U-UAAAACGCCGCUCUUCCUAUGGAAGGCGGCG------UU-U 179
RNA6 CAAGUUAU--AGCGGUUCCUCGUGCCGUU-U-UGCAUGCUGGCCGA--CCCCC--U-U-UCAAGAAAACGCCGCCACUUC---CCGAAGA------UGGA 175
RNA7 CAAGUUAU--AGCGGUUCCUCGUGCCGUU-U-UGCAUGCUGGCCGA--CCCCC--U-U-UCAAGAAAACGCCGCCACUUC---CCGAAGA------UGGA 172
RNA8 CAAGUUAU--AGCGGUUCCUCGUGCCGUU-U-UGCAUGCUGGCCGA--CCCCC--U-U-UCAAGAAAACGCCGCCACUUC---CCGAAGA------UGGA 175
RNA9 CAAGUCAU--AACGGUUCCUCGUGCCGUU-U-UGCAUGCUGGCCGA--CCCCC--U-U-UCAGGAAAACGCCGUCACUUC---CCGAAGA------UGGA 172
SmelC291 GGACU--U--GCGGAUUCCUCGUG-CUGCA-ACCGG-ACCAGUCGA--CCCCC--A-U-UCG-AAACGCCGCUUCGAAAGAGGCGGCG-U------U--U 167
ruler .......110.......120.......130.......140.......150.......160.......170.......180.......190.......200

....
RNA17 C--U 175
RNA18 UCAU 171
RNA19 ---U 163
RNA20 CGCG 171
RNA21 UGC- 168
RNA22 UCAU 181
RNA10 AGGG 179
RNA11 U--A 173
RNA12 A--U 170
RNA13 CCGG 181
RNA14 ---- 171
RNA15 GCA- 180
RNA16 GC-- 179
RNA1 UCGU 171
RNA2 UCGU 171
RNA3 UCGA 173
RNA4 UCGU 178
RNA5 ---- 179
RNA6 AGGG 179
RNA7 AGGG 176
RNA8 AGGG 179
RNA9 AGGG 176
SmelC291 UCGU 171
ruler .......210



RNA Family Model of SmelC291. Cont.
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RNA Family Model of SmelC416. (a) Alignment of RFMSmelC416 sequences (SCI = 0.98);
(b) Consensus secondary structure (minimum free energy -43.52 kcal/mol) for the alignment
shown in (a).

(a)
..........(((((((((....)))))))))......(((((((.((((.........)))).)))))))......(((((((((((.(......).))

RNA1 AUGCCUCCAGGAAACUUCUCGCCGGAAGUUUC---ACAAGCGAUCCCAUU-CUUCCCCUGAUGCGAUCGCU-UCUACAAGCCGGACGGUCUCCCCUGCCC  95
RNA2 AUGCCUCCAGGAAACUUCUCGCCGGAAGUUUC---ACAAGCGAUCCCAUU-CUUCCCCUGAUGCGAUCGCU-UCUACAAGCCGGACGGUCUCCCCUGCCC  95
RNA4 AUGCCUCCAGGAAACUUCUGCCAGGAAGUUUC---ACAAGCGGUUCCAUUUCUUCCCCUGGUGGGACCGCUCACUAUGAGCCGGACGGCAUCCCCUGCCC  97
SmelC416 AUGCCUCCAGGAAACUUCUCGCCGGAAGUUUC---ACAAGCGAUCCCAUU-CUUCCCCUGAUGCGAUCGCU-UCUACAAGCCGGACGGUCUCCCCUGCCC  95
RNA3 AUGCCUCCAGGAAACUUCUCGCCGGAAGUUUCAAAAUAAGCGAUCCCAUUUCUUCCCCUGAUGUGAUCGCU--CUGUAAGCCGGACGGUCUCCCCUGCCC  98
ruler ........10........20........30........40........50........60........70........80........90.......100

)))))))))...
RNA1 GUCCGGCUUU-U 106
RNA2 GUCCGGCUUU-U 106
RNA4 GUCCGGCUAU-U 108
SmelC416 GUCCGGCUUU-U 106
RNA3 GUCCGGCUUUCU 110
ruler .......110..
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RNA Family Model of SmelC434. (a) Alignment of RFMSmelC434 sequences (SCI = 0.99);
(b) Consensus secondary structure (minimum free energy -59.35 kcal/mol) for the alignment
shown in (a).

(a)
..........((((((((......(((((((.(((((..........)))))....)))).))).)))))))).((((((((........)))))))).(

RNA1 GUAUUUUUGAAGAGGCGUACCGGAAUCGCGGAAUCAGACCUUUCUCGCUGAUGAAACCGCAGAUAGCGUCUCU-GCGCAGCUGCAU-UCUGGCUGCGUCC  98
RNA2 GUAUUUUUGAAGAGGCGUACCGGAAUCGCGGAAUCAGACCUUUCUCGCUGAUGAAACCGCAGAUAGCGUCUCU-GCGCAGCUGCAU-UCUGGCUGCGUCC  98
SmelC434 GUAUUUUUGAAGAGGCGUACCGGAAUCGCGGAAUCAGACCUUUCUCGCUGAUGAAACCGCAGAUAGCGUCUCU-GCGCAGCUGCAU-UCUGGCUGCGUCC  98
RNA3 GU-UUUUUGAAGAGGCGUACCGGAAUCGCGGAAUCAGACCUUCCUCUCUGAUCAAACCGUAGAUAGCGUCUCUGCGUAGCUUCCAUCUCUGGGCUACGUC  99
ruler ........10........20........30........40........50........60........70........80........90.......100

((..(((((.....(....))))))..)))...(((((((......))))))).....
RNA1 CCGAAUCCAAUGAAGGCAACUGGAUGAGGGCUUGCCCCGCCAUUGUGCGGGGCUUUUU 156
RNA2 CCGAAUCCAAUGAAGGCAACUGGAUGAGGGCUUGCCCCGCCAUUGUGCGGGGCUUUUU 156
SmelC434 CCGAAUCCAAUGAAGGCAACUGGAUGAGGGCUUGCCCCGCCAUUGUGCGGGGCUUUUU 156
RNA3 CCGCAUCCACCGAAGGCAACUGGAUGCGGACUUGCCCCGCCAUAGUGCGGGGCUUUUU 157
ruler .......110.......120.......130.......140.......150........
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RNA Family Model of SmelC500. (a) Alignment of RFMSmelC500 sequences (SCI = 1.01);
(b) Consensus secondary structure (minimum free energy -101.60 kcal/mol) for the align-
ment shown in (a).

(a)
..((((((...((((((((((....))))).)))))))))))..(((((((((((((..(((...((((((((((((((((((...))))))))))...)

RNA1 UUCACGGCGAUGCUGCGCGUUCC-AAACGCCGCGGCGCCGUGUACGGCCGGCGAUGC--GCCUUCCGCGUCUCCCGAAUCCGCGAGGCGGAUUCGGCGUG  97
RNA2 UUCACGGCGAUGCUGCGCGUUCC-AAACGCCGCGGCGCCGUGUACGGCCGGCGAUGC--GCCUUCCGCGUCUCCCGAAUCCGCGAGGCGGAUUCGGCGUG  97
RNA3 CUCACGGCGAUCCAGCGCGUCCCAAGACGCUGCGGCGCCGUGUGCGGCCGGCGAUGC--GCCUCCGCGUCUCCCCGAACCCGCCAGGCGGUUUCGGAUUG  98
SmelC500 UUCACGGCGAUGCUGCGCGUUCC-AAACGCCGCGGCGCCGUGUACGGCCGGCGAUGC--GCCUUCCGCGUCUCCCGAAUCCGCGAGGCGGAUUCGGCGUG  97
RNA4 UUACGGCG-ACCUGCGCGUCUUC-AAGACGCCGCGGCGUCGUAUGCGGCCGGCGAUGCGCCUUUCGCGUCGACCCGAAUCCGCAGGGCGGUUCGGAAGCG  98
ruler ........10........20........30........40........50........60........70........80........90.......100

)..))))))..........((((((..(.......)(((.......))).......)))))))))...))))))))))))).
RNA1 AC-GACGCGUCGAUCCCAAACUCGCAUGAUCCAGACGCC-GCAAUCGGCAC-UG-AGCGAGUGGC--GGCAUCGCCGGCCGG 173
RNA2 AC-GACGCGUCGAUCCCAAACUCGCAUGAUCCAGACGCC-GCAAUCGGCAC-UG-AGCGAGUGGC--GGCAUCGCCGGCCGG 173
RNA3 G--AGACGCGUCGAUUCAAACUUGCAUGACCCAAGCGCCAACUAGCGGCGCUCA-AGCAAGUGGC--GCCAUCGUCGGCCGC 175
SmelC500 AC-GACGCGUCGAUCCCAAACUCGCAUGAUCCAGACGCC-GCAAUCGGCAC-UG-AGCGAGUGGC--GGCAUCGCCGGCCGG 173
RNA4 UCACGACGUGGC------UAGCUCGAUGCA----UCCUCUACCAAGGAGGCGCACGCGAGUUUGGCAGCAUCGCCGGCCGCG 170
ruler .......110.......120.......130.......140.......150.......160.......170.......180..
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RNA Family Model of SmelC507. (a) Alignment of RFMSmelC507 sequences (SCI = 0.79);
(b) Consensus secondary structure (minimum free energy -72.08 kcal/mol) for the alignment
shown in (a).

(a)
((.(((((......)))))......(((.(((.((((((((.(((((....))))).))))))))...))).)))..........))..(((((.....(

RNA1 GC-AAUCAGGGAAAUGAUUUCAGUAGCAAUUUAGAUCGGAGCUCGCUUCAGGGUGAACUCCGAUUGCGAGGAUGUACCCGGUCGAGCUCGCGGCGGCCCC  99
RNA2 GC-AAUCAGGGAAAUGAUUUCAGUAGCAAUUUAGAUCGGAGCUCGCUUCAGGGUGAACUCCGAUUGCGAGGAUGUACCCGGUCGAGCUCGCGGCGGC-CC  98
RNA3 GC-AAUCAGGGAACUCAUUUCAGUAGCAAUUUAGAUCAGAGCUCGCUCUACGGUGAACUCUGGUUGCGGGAUUGUACCCGGUUCAGCGCGCGGCGGCUUC  99
SmelC507 GC-AAUCAGGGAAAUGAUUUCAGUAGCAAUUUAGAUCGGAGCUCGCUUCAGGGUGAACUCCGAUUGCGAGGAUGUACCCGGUCGAGCUCGCGGCGGCCCC  99
RNA4 GCAAAUCAUCGAACUGAUUUCAGUAUCAAUUUAGAUCAGAGCUCACUGCGAAGUGAGCUCUGAUU--GAGAAUCGAACCGGUUGAGCUCGCGGCGGCUCU  98
ruler ........10........20........30........40........50........60........70........80........90.......100

(.(((((......(((((...(.((((((((((.....))).))))))))..))))))))))...).).........((((.......)))))))))...
RNA1 CGGGCGGA-GAG-UGAUGGAUA-UGCCCGGUGCGUUUGGCACCCGGGCGUGAUAUUGCCGCC--GG-GAAUAUA-GAGAGAUUGAAGUUUUCGCCGCAAU 192
RNA2 CGGGCGGA-GAG-UGAUGGAUA-UGCCCGGUGCGUUUGGCACCCGGGCGUGAUAUUGCCGCC--GG-GAAUAUA-GAGAGAUUGAAGUUUUCGCCGCAAU 191
RNA3 CGGGCGGA-GAUCUGAUCGAUU-UGCCCGGGCGUUUAGCGA--CGGGCGUGAUAUUGCUGCC--GGUGAAUAU---AGAGAUUGGCAAUUUCGCCGCGAA 190
SmelC507 CGGGCGGA-GAG-UGAUGGAUA-UGCCCGGUGCGUUUGGCACCCGGGCGUGAUAUUGCCGCC--GG-GAAUAUA-GAGAGAUUGAAGUUUUCGCCGCAAU 192
RNA4 CGGGGAAACGUGCUGAUCGGUACAGCCCAGUAUAUUCCAGG-GCGGGCGCGACAUUACCGCCAAAAUGACUGCGCCAUAGGUGGGACAUUUCACCGCUUC 197
ruler .......110.......120.......130.......140.......150.......160.......170.......180.......190.......200

....((((.(((((.((....))))))).)))).....
RNA1 CUACCAGGACCCGCUCGCUGACGGCGGGCCCUGUUUUU 230
RNA2 CUACCAGGACCCGCUCGCUGACGGCGGGCCCUGUUUUU 229
RNA3 UUUCCAGGACCCGCUCGCUGACGGCGGGCCCUGUUUUU 228
SmelC507 CUACCAGGACCCGCUCGCUGACGGCGGGCCCUGUUUUU 230
RNA4 CUUGAAGGGCUCGCUUGCUGACAGCGGGCCCUUUCUUU 235
ruler .......210.......220.......230........
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RNA Family Model of SmelC549. (a) Alignment of RFMSmelC549 sequences (SCI = 0.69);
(b) Consensus secondary structure (minimum free energy -61.88 kcal/mol) for the alignment
shown in (a).

(a)
.((((((.((.(((..(((.....)))..))).....))))))))..........(((...((((((((((((....((((((...((((.....)))).

RNA1 GUCAACGCAGGGAGGAUCAGCUUAUGGGACUUACACACUCGUUGAACGUCCUUAUGAUCAGUGCAGCGUUCGCAUUCGUGGCCGUAAUGCUUUUCGUGUG 100
RNA2 GUCAACGCAGGGAGGAUCAGCUUAUGGGACUUACACACUCGUUGAACGUCCUUAUGAUCAGUGCAGCGUUCGCAUUCGUGGCCGUAAUGCUUUUCGUGUG 100
RNA3 GU-AACGCAGGGAGGAUCAGCUUAUGGGACUUGCGCACUCGUUUAACGUCCUAAUGAUCAGUGCAGCGUUCGCAUUCGUGGCCAUAAUGCUUUUCGUGUG  99
SmelC549 GUCAACGCAGGGAGGAUCAGCUUAUGGGACUUACACACUCGUUGAACGUCCUUAUGAUCAGUGCAGCGUUCGCAUUCGUGGCCGUAAUGCUUUUCGUGUG 100
RNA4 GUCAACGCAGGGAGGAU---CCUAUGGGACUUACACAUUCGUUGAAUGUCCUCAUGAUCAGUGCAGCGUUCGCAUUCGUGGCCAUCAUGCUCUUCGUCUG  97
ruler ........10........20........30........40........50........60........70........80........90.......100

......))))))....(((((...........))))).........((.....)).........)))).))............(((.....).....)).
RNA1 AUCCAGGGCCACUGACAGUCCAGCCGAAACGGGGACUUUAAUUUCCGGAAAAUCCAUUUUUGCAGCGAGGCAUGUC-UGAC-GGCCGCUCAG-----GCG 193
RNA2 AUCCAGGGCCACUGACAGUCCAGCCGAAACGGGGACUUUAAUUUCCGGAAAAUCCAUUUUUGCAGCGAGGCAUGUC-UGAC-GGCCGCUCAG-----GCG 193
RNA3 AUUCA-GGCCACUGAAAGUCC-GCCGAAGCAGGGGC------UUCCGGAAAAGCCAUUUCAA-AGCGAGGCAGGUC-AAACGGGCCGCUCAG-----GC- 183
SmelC549 AUCCAGGGCCACUGACAGUCCAGCCGAAACGGGGACUUUAAUUUCCGGAAAAUCCAUUUUUGCAGCGAGGCAUGUC-UGAC-GGCCGCUCAG-----GCG 193
RNA4 ACGAAAGGCCGCUGAAGUCCAGGCC------GGGGACUUAAAAUCCGGAAAGUCUAAUUC-GCAGCAGAACAGGUUAAGACAGGCCGCUCCUACAGCGCC 190
ruler .......110.......120.......130.......140.......150.......160.......170.......180.......190.......200

..............)).))))...)))..(((((((((((..(.(((....))).)))))))))..))).
RNA1 CAAUAGUUCGACAGGC-UGCAACAAUC-AGAAAGCCCAUG--AAUGCUGCGGCACUCAUGGGCU--UUCG 257
RNA2 CAAUAGUUCGACAGGC-UGCAACAAUC-AGAAAGCCCAUG--AAUGCUGCGGCACUCAUGGGCU--UUCG 257
RNA3 --AUUUAUUGACAGGC-UGUAACAA-C-AGAAAGCCCAUG--AACGCCGCUGCGUUCAUGGGCU--UUCU 244
SmelC549 CAAUAGUUCGACAGGC-UGCAACAAUC-AGAAAGCCCAUG--AAUGCUGCGGCACUCAUGGGCU--UUCG 257
RNA4 GCGCGCCUUAUCAGGCGCGCAAAAGUCGUUGUAGCACUUUGAAUUGCUGCAUGUCUUUGUCCCUAAAUCG 260
ruler .......210.......220.......230.......240.......250.......260.......270
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RNA Family Model of SmelC601. (a) Alignment of RFMSmelC601 sequences (SCI = 0.98);
(b) Consensus secondary structure (minimum free energy -54.68 kcal/mol) for the alignment
shown in (a).

(a)
((((((.(((((((((((((........))))).))))(....)..))))))))))..((((((((...........))))))))........(((((((

RNA1 AACCGGACGGUGACGCACAUCGCCCCCAAUGUGACGUCGGAGGCAUACCGCCGGUUGCCAACUCACAUCCCCCCUCAGUGAGUUGCCAAAGCUCAGCCAG 100
RNA2 AACCGGACGGUGACGCACAUCGCCCCCAAUGUGACGUCGGAGGCAUACCGCCGGUUGCCAACUCACAUCCCCCCUCAGUGAGUUGCCAAAGCUCAGCCAG 100
RNA3 AACCGGACGGUGACGCACAUCGCCCCCAAUGUG-UGUCGGAGGCAUACCGCCGGUUGCCAACUCACAAUCCCCCUCAGUGAGUUGCCUAAGCUCAGCCAG  99
SmelC601 AACCGGACGGUGACGCACAUCGCCCCCAAUGUGACGUCGGAGGCAUACCGCCGGUUGCCAACUCACAUCCCCCCUCAGUGAGUUGCCAAAGCUCAGCCAG 100
RNA4 AGCCGAGCGGUGACGCACAUCGCCCCCAAUGUGACGUCGGAGGCAUACCGCCGGUUGCCAACUCACAU-CCCCCUCAGUGAGUUGCAUAACCUCAGCCAG  99
ruler ........10........20........30........40........50........60........70........80........90.......100

((((........)))))))))))....
RNA1 UGCCCUUCCCUCGGCACUGGCUG-UUU 126
RNA2 UGCCCUUCCCUCGGCACUGGCUG-UUU 126
RNA3 UGCCCUUCCCUCGGCACUGGCUGUCUU 126
SmelC601 UGCCCUUCCCUCGGCACUGGCUG-UUU 126
RNA4 UGCCCUUCCCUCGGCACUGGCUG-UUU 125
ruler .......110.......120.......
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RNA Family Model of SmelC671. (a) Alignment of RFMSmelC671 sequences (SCI = 0.55);
(b) Consensus secondary structure (minimum free energy -20.30 kcal/mol) for the alignment
shown in (a).

(a)
.(((((.......))))).........((((...........))))................................(((((((..........)))))

RNA14 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCAUU------GCGGC  86
RNA15 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA16 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA17 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA18 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA19 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA20 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA21 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA22 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA23 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA24 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA25 AUCCAG--AG-AUCUGGAU-UCUGACCGAGUGGCU-GGAGCCAUUCUGU-UUGACGC--CUCCCUGUUAA-CUCCUGAGAGCCGCAGU----CCCGCGGC  87
RNA26 AUCCAG--UUCGGCUGGAU-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC--CUCUCUGUUAAACUCCUGAGAGCCGCCCUU------GCGGC  86
RNA27 AUCCAG--UG-AUCUGGAU-UCUUACCGAGUGGUU-GGAGCCACUUUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCC-UUAU--CCGCGGC  89
RNA28 AUCCAG--UG-AUCUGGAU-UCUUACCGAGUGGUU-GGAGCCACUUUGU-UUGACGC--CUCCCUGUUAAACUCCUGAGAGCCGCC-UUAU--CCGCGGC  89
RNA29 AUCCAG--U-CUUCUGGAU-U---UCUGAGUGGCUCCUAUCCACUCUGU-UUGACGC--CUCCCUGUUAGA-ACUUGAGCCGCGGGC--AUCCCCGCGGC  87
RNA30 AUCCAG--AUUGUCUGGAU-CCCGAUAGGGAUCUC--CGUCCAGUCUGU-UUGAUGC--CUCCCUGUAAGACUCCUGACAGCCGCUCCU-CUGGGGCGGC  91
RNA31 AUCCAG--AUUGUCUGGAU-CCUGAUUGGGAUCUC--UUUCCAGUCUGC-UUGAUGC--CUCCCUGUAAGACUCACGAAAGCCGCUCCUCCUGGAGCGGC  92
RNA32 AUCCAG--AUUGUCUGGAU-CCUGAUUGGGAUCUC--UUUCCAGUCUGC-UUGAUGC--CUCCCUGUAAGACUCACGAAAGCCGCUCCUCCUGGGGCGGC  92
RNA33 AUCCAG--AUUGUCUGGAU-CCUGAUUGGGAUCUC--UUUCCAGUCUGC-UUGAUGC--CUCCCUGUAAGACUCACGAAAGCCGCUCCUCCUGGGGCGGC  92
RNA34 AUCCAG--AUUGUCUGGAU-CCUGAUUGGGAUCUC--UUUCCAGUCUGC-UUGAUGC--CUCCCUGUAAGACUCACGAAAGCCGCUCCUCCUGGGGCGGC  92
RNA35 GAAAUG--UC-CUUCAUUG-GACACCGAGUGGCUUCCUGU-CCACUCUGUUUGACGC--CUCCCUGUUAUCAACUUCAAGGCCGCCGG--CAACGGCGGC  91
RNA36 CUGUGG--AU-GUCCAUCU-UUGGACCGAGUGGCUCCUGUCCACUCUGUUUUGACGC--CUCCCUGUUAUCAACUUAAAAGCCGCCGG--AAACGGCGGC  92
RNA37 CUGUGG--AU-GUCCAUCU-UUGGACCGAGUGGCUCCUGUCCACUCUGUUUUGACGC--CUCCCUGUUAUCAACUUAAAAGCCGCCGG--AAACGGCGGC  92
RNA1 AUCCGG--UCCUUCCGGA-CUCAGACAAUUUCACCGACUGGCGAAUGGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UUCGC----GCGGC  91
RNA10 AUCCGGAUUUCCUCUGGAUCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGCGUU--U----GCGGC  92
RNA11 AUCCAGGCUUUCUCUGGAUCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU-UU----GCGGC  92
RNA12 AUCCGGAUUUUCUCUGGAUCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU-UU----GCGGC  92
RNA13 AUCCAGAUUUUCUCUGGGUCUCAGACAGUUU-UCCACGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU-UU----GCGGC  92
RNA2 AUCCGG--UCCUUCCGGA-CUCAGACAAUUUCACCGACUGGCGAAUGGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU----CGCGCGGC  91
RNA3 AUCCGGUUUCCUUCCGGA-CUCAGACAAUUUCACCGACUGGCGAAU-GGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU----CGCGCGGC  92
RNA4 AUCCGG--UCCUUCCGGA-CUCAGACAUUUUCACCAACUGGCGAAUGGGUCUGA-UUUUCUCCCUGUUUU-ACCUUGAGAGCCGCCCC-----GCGCGGC  90
RNA5 GUCCGG--UUCUUCUGGAU-UCAGACAGUUUCACCAAAUGGCGAUUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU-UU----GCGGC  90
RNA6 GUCCAG--UUCUUCUGGACCUCAGGCAUCUUCUCCAUACGGCGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU-U----CGCGGC  91
RNA7 GUCCAG--UUCUUCUGGGCCUCAGGCAUCUUCUCCAUACGGCGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU-U----CGCGGC  91
RNA8 AUCCAGAUUUGCUCUGGA-CUCAGACAGUUCCUCCACUUGUCGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU-UU----GCGGC  92
RNA9 AUCCGGAUUUCCUCUGGAUCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGCG-U-UU----GCGGC  92
SmelC671 AUCCGG--UCCUUCCGGA-CUCAGACAAUUUCACCGACUGGCGAAUGGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGAGCCGC-UU----CGCGCGGC  91
ruler ........10........20........30........40........50........60........70........80........90.......100

)).........
RNA14 UCUUUUUUUG-  96
RNA15 UCUUUUUUUA-  96
RNA16 UCUUUUUUUA-  96
RNA17 UCUUUUUUUA-  96
RNA18 UCUUUUUUUA-  96
RNA19 UCUUUUUUUA-  96
RNA20 UCUUUUUUUA-  96
RNA21 UCUUUUUUUA-  96
RNA22 UCUUUUUUUU-  96
RNA23 UCUUUUUUUU-  96
RNA24 UCUUUUUUUU-  96
RNA25 UCUUUUUUUG-  97
RNA26 UCUUUUUUAU-  96
RNA27 UCUUUUUUUG-  99
RNA28 UCUUUUUUUG-  99
RNA29 UCUUUUUU---  95
RNA30 UUCUUUUUUG- 101
RNA31 UUCUUUUUUG- 102
RNA32 UUCUUUUUUU- 102
RNA33 UUCUUUUUUU- 102
RNA34 UUCUUUUUUU- 102
RNA35 UUUUUUUUGC- 101
RNA36 UCUUUUUUGG- 102
RNA37 UCUUUUUUGG- 102
RNA1 UCUUUUUUUU- 101
RNA10 UCUUCUUUUU- 102
RNA11 UCUUCUUUUU- 102
RNA12 UCUUCUUUUU- 102
RNA13 UCUUCUUUUU- 102
RNA2 UCUUUUUUUU- 101
RNA3 UCUUUUUUUG- 102
RNA4 UCUUUUUUUGU 101
RNA5 UCUUUUUUUAU 101
RNA6 UCUUUUUUUG- 101
RNA7 UCUUUUUUUA- 101
RNA8 UCUUCUUUUU- 102
RNA9 UCUUCUUUUU- 102
SmelC671 UCUUUUUUUU- 101
ruler .......110.



RNA Family Model of SmelC671. Cont.
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RNA Family Model of SmelC775. (a) Alignment of RFMSmelC775 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -66.30 kcal/mol) for the alignment
shown in (a).

(a)
(((((((((((....((.......))..))))))).)).)).(((((((((((.(((...)))...))))).)))))).((((((((((((((.(.((((

RNA1 GCUGCCGGACAGAGUCGUUGCCACCGUAUGUCCGGCCA-GCCGUCAUGCUGCGGGAGGUUCUCGAACGCAGACAUGGCUGGUUCGGUCCGGUAACUUCGA  99
RNA2 GCUGCCGGACAGAGUCGUUGCCACCGUAUGUCCGGCCA-GCCGUCAUGCUGCGGGAGGUUCUCGAACGCAGACAUGGCUGGUUCGGUCCGGUAACUUCGA  99
RNA3 GCUGCCGGACAGAGUCGUUGCCACCGUAUGUCCGGCCA-GCCGUCAUGCUGCGGGAGGUUCUCGAACGCAGACAUGGCUGGUUCGGUCCGGUAACUUCGA  99
SmelC775 GCUGCCGGACAGAGUCGUUGCCACCGUAUGUCCGGCCA-GCCGUCAUGCUGCGGGAGGUUCUCGAACGCAGACAUGGCUGGUUCGGUCCGGUAACUUCGA  99
RNA4 GCUGCCGGACAGAGUCGUUGCCACCGUAUGUCCGGACAGGUUGUCAUGCUGCGGGAGGUUUCCAAACGCGGUCAUGGCCGGUUCGGUCCGGUAACUUCGA 100
ruler ........10........20........30........40........50........60........70........80........90.......100

.......((....))...)))).).)))))))))))))).......
RNA1 ACCCUCAGCCCCAGCCCCUCGAUGCUGCCGGGCCGAACCA-UCCCC 144
RNA2 ACCCUCAGCCCCAGCCCCUCGAUGCUGCCGGGCCGAACCA-UCCCC 144
RNA3 ACCCUCAGCCCCAGCCCCUCGAUGCUGCCGGGCCGAACCA-UCCCC 144
SmelC775 ACCCUCAGCCCCAGCCCCUCGAUGCUGCCGGGCCGAACCA-UCCCC 144
RNA4 ACCCUCAGCCCCAGCCCCUCGAUGCUGCCGGGCCGAACCAUUCCUC 146
ruler .......110.......120.......130.......140......
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RNA Family Model of SmelC776. (a) Alignment of RFMSmelC776 sequences (SCI = 0.95);
(b) Consensus secondary structure (minimum free energy -45.14 kcal/mol) for the alignment
shown in (a).

(a)
...((((((((........))))))))..((..((((((((.((((.(((.(((((.(((....))).....))))).))).)))).)))))))).))..

RNA1 AACGUUCCGCCUCGCUUGCGGCGGAACAGGGGAUGGUUCGGCCCGGCAGCAUCGAGGGGCUGGGGCUGAGGGUUCGAAGUUACCGGACCGAACCAGCCAU 100
RNA2 AACGUUCCGCCUCGCUUGCGGCGGAACAGGGGAUGGUUCGGCCCGGCAGCAUCGAGGGGCUGGGGCUGAGGGUUCGAAGUUACCGGACCGAACCAGCCAU 100
RNA3 AAGGUUCCGCCUCGCUUGCGGCGGAACAGGGGAUGGUUCGGCCCGGCAGCAUCGAGGGGCUGGGGCUGAGGGUUCGAAGUUACCGGACCGAACCAGCCAU 100
SmelC776 AACGUUCCGCCUCGCUUGCGGCGGAACAGGGGAUGGUUCGGCCCGGCAGCAUCGAGGGGCUGGGGCUGAGGGUUCGAAGUUACCGGACCGAACCAGCCAU 100
RNA4 AAAGACGC-CCUGGCGAUUGGCUAGA---GGAAUGGUUCGGCCCGGCAGCAUCGAGGGGCUGGGGCUGAGGGUUCGAAGUUACCGGACCGAACCGGCCAU  96
ruler ........10........20........30........40........50........60........70........80........90.......100

..
RNA1 GU 102
RNA2 GU 102
RNA3 GU 102
SmelC776 GU 102
RNA4 GA  98
ruler .......110
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