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 sSRNAs do not form a base-pair.

RNA Family Model of SmelA001. (a) Alignment of RF'Mg,,e1.4001 sSequences (SCI=0.97);
(b) Consensus secondary structure (minimum free energy -10.65 kcal/mol) for the alignment

shown in (a).
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RNA Family Model of SmelA003. (a) Alignment of RF' Mg,,e14003 sequences (SCI =0.73);
(b) Consensus secondary structure (minimum free energy -32.39 kcal/mol) for the alignment
shown in (a).

......... (CC(((evevmnnnneenaaa))))))eeeeeenaeeeeee(CCCCCCaCC(((e(nnnnnnnnnnanaanaaaaaa)))))))INN))
RNA1 UGG-GUGAGUGA-UGACCUAC-AGCUG-UG-AAG-AAU-GC-CCCUUCUCCGCAGCUC GC
RNA10 CGGC-CGCCGUCG-CUCGCCCEUUGG-GUGAGUGA-UGGGCUMAG--GUUG-UA-AAA-A-UCGUCCCCUUCUCCACGECUC GC

RNALl CGGC-CGCCGUCG-UUAGUCCRUUGG-GUGAGUGA-UGGGC G--GUUG-UA-AAA-A-UCGUCCCCUUCUCCACGGCUC|
RNA12|SmelB046  UUA-CGUCCGABCGUC-GGCC-UCGU--C—-—— ICGAAGUGAGUGG-UGCCU|

RNA13 ICGU-GUGAGUGAGUUCCU|

RNAl4

RNALS

RNAL6

RNAL17

RNA1S8

RNAL9

RNA2 G-AGCUG-CA-AAG-UUU-GU-CCCUUCGCCGCAGCUC]
RNA20 A-GCUCC-CC-GCG UCGU-CCCUUCU-GGGAAGCU|
RNA21 A-GCUCC-CC-GCG ACGU-CCCUUCU-GGGAAGCU|
RNA22 A-GCCGC-CG-GCG CCGU-CCCUUCU-UGGCAGCU|
RNA23 A-GCUCC-CC-GCG UCGU-CCCUUCU-GGGAAGCU|
RNA24 GACUGCC-CGAGC- -CGA-ACCUUC--CGGACAGC
RNA3 G-AGCUG-CACAAGCA---GU-CCCUUCUACGCAGCUU|
RNA4 G-AGCUG-UA-AAG-AUU-GU-CCCUUCUCCGCAGCUC|
RNAS5 G-AGCUG-UA-AAG-AUU-GU-CCCUUCUCCGCAGCUC|

RNA6
RNA7 |SmelC441
RNA8

CGGC-CGCCGUCG-CUAGCCC

G-AGCUG-CACAAGUA---GU-CCCUUCUACGCAGCUU|
G-AGCUG-UA-AAG-AUU-GU-CCCUUCUCCGCAGCUC|
G--AUUG-UA-AAG-A-UCGUCCCCUUCUCCACGGCUC|

RNA9 GGC----AC-UCGUC-A-GCC| G-AGCUG-CACAAGCA---GU-CCCUUCUACGCAGCUU|
SmelA003 CGG--CGAC--C--C-AGCCG| G-AGCUG-UG-AAG-AAU-GC-CCCUUCUCCGCAGCUC|
RNA25 CGGC-ACCC-UCGUC-AGCCG G-GAGCC-AACGCG-A-UUGU-CCCUUCUAAACGCUCC

RNA26
RNA27|SmelCl44
RNA28

ruler  ...v..001000e.0000200000000230000eee 4000 500, [ TO0uevunenn 80.eeuunnns 1
RNAL U-CCAUU 90
RNA10 U-CCACC 94
RNA1l U-CCACC 94
RNA12|SmelB046  CAGUACC 90
RNA13 C-UCUCU 94
RNA14 CAGCACC 92
RNA15 C-GC-C- 87
RNAL6 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
RNAS5 U-CCACC 90
RNA6 G-CCACC 91
RNA7 | SmelC441 U-CCACC 90
RNAS8 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 RF' Mg,,e14014 Sequences (SCI=1.01);
(b) Consensus secondary structure (minimum free energy -54.90 kcal/mol) for the alignment
shown in (a).

(a)

S CCCCCCCe e (O (eoenen [ ))))))))e=))))))-22))))))) - CCCCCCOOC(((eennn )))-+)))))))))))

it DR O OO NN .
SmelA014 CUGUCU UGAU] UGAC] UU| 100

ruler ........10........20........30........40........50...... 60........ 700, 80........ 90....... 100

RNAL GCUU 103
SmelA014 GCUU 104
ruler ....... 110

(b)

RNA Family Model of SmelA018. (a) Alignment of RF'Mg,,1.4018 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -25 kcal/mol) for the alignment
shown in (a).

(a)

--------------- (((((((---- -----)--(((( < (C0C(- (((( )))) ))))) ))))))))))))) e

RNA1L AC GAUAAAACUUGAU IAGAAU CACGC 90
SmelA018 ACGAUAAAACUUGAU| IAGAAU GGC CACGC 90
RNA2 AC GAUAAAACUUGAU 2 OAGAAU o GGC] ICACGC 90

ruler  ........10........20........30........40...0....50000000.0.60000000 7000 80...c00.n 90




RNA Family Model of SmelA019. (a) Alignment of RF' Mg,,e14019 sequences (SCI=0.98);
(b) Consensus secondary structure (minimum free energy -32.80 kcal/mol) for the alignment

shown in (a).

(a)

S (e e (O (e ee)))))))) e ee))) ) ee e (LLL- ((( ----- ))) )))) e ((a(((((eveoecaceaa)))))e))oonnnnn

AU uy| U| GGG [UAC UCUGGUGC. GGAAUUC 97
SmElA019 AU uy| Ul GGG [UAC C GCUU UCUGGUGC. GGAAGUC 97
RNA1L AU EU Ul 26GG gc [UAC] 48 5GCUU UCUGGUGC IGGAAGUC 96

ruler

RNA Family Model of SmelA020. (a) Alignment of RF' Mg,,e14020 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -44.50 kcal/mol) for the alignment

shown in (a).

))))))) ))
GC|

RNA1
SmelA020
RNA2 100

ruler

RNA1
SmelA020
RNA2
ruler
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RNA Family Model of SmelA022. (a) Alignment of RF' Mg,,e14022 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -56.20 kcal/mol) for the alignment

shown in (a).

(a)

(CCCCOOCCe 000 000 )))=+))))ee))))))))-))))) e (e e (OO0 (((
Ul

RNA1L GAGGUUAGG c C. GUY| | c uc| Uy 100
SmelA022 GAGGUUAGIi\o-gg- qCAcg-‘l!% .}Iguzg-cc-70 -mu Ugo-UU - 100

ruler
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SmelA022 CAU Uu USEIUU| fea

ruler

RNA Family Model of SmelA033. (a) Alignment of RF' Mg,,e14033 sequences (SCI=0.92);
(b) Consensus secondary structure (minimum free energy -31.88 kcal/mol) for the alignment

shown in (a).

(a)

c((((eeveee))))euenn (((( ((((( ))))) ))))(((((( (((((((( ------------
RNA3 GUCCU] C UCGAU] CGCUAUU 85
RNA4 GUCCU| GG C UGG C| GG UCGAU| CGC CGCUAUU 83
RNAl —--CUU| UGG [UCGAU CGAUGCU 83
RNA2 —-CUU| UGG| UCGAU| U CGAUGCU 83
SmelA033 ——CUU UGG CGAUGCU 83
ruler = ........ 0ceveeeeee20ceeeeee30cn.... 40..c000..50000..... 60.ceeeenn Ocevennnn 80.....
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RNA Family Model of SmelA054. (a) Alignment of RF'Mg,,e1.4054 sSequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -25.40 kcal/mol) for the alignment
shown in (a).

(@)
----------- COCCCCCe e e e e )Y e (e L e e e e e CCCCCCCCCC e+ 2)))))))))0)0))))) ) <)) ))) « D)) ) ) eeeee s
RNAL ACCCAUCAG GACGC UUUUUA CUCGA CCCUUU 100
SmelA054  ACCCAUCAG. GACGC M A UUUUUA cucca A ™M cccuuu 100
RNA2 ACCCAUCAG: GACGCHBAAGEA UUUUUA cucGa | a)| cccuuu 100
ruler  esinaens 10.ewnnnns 20 0annns 30.0nnnnns 40.0nnnnns 50uannnnns 600 rnnnns T0vvnnnns 80w onnnnnn 90.nrnnnn 100

RNA Family Model of SmelA056. (a) Alignment of RF'Mg,,1.4056 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -74.30 kcal/mol) for the alignment
shown in (a).

(a)

((((- )))))((((( ((((( ((((( )))))((((((( )))))))))))) (((

ceeel
RNAL C ICUAACCG.
SmelA056 CACU ICUAACCG. CGG
RNA2 lSACU CUAACCG na

ruler
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RNAL CGC. CGUC CCUCU
SmelA056 GACCGUC CCUCUGUC
RNA2 e U. GACCGUCG CCUCUGUC

ruler




RNA Family Model of SmelA07S. (a) Alignment of RF'Mg,,¢1.4075 sequences (SCI =0.99);
(b) Consensus secondary structure (minimum free energy -52.38 kcal/mol) for the alignment

shown in (a).

RNA1 83
RNALO 87
RNA67 83
RNA68 89
RNA69 88
RNA70 81
RNA71 86
RNA72 87
RNA1l 85
RNA12 85
RNA74 83
RNA75 83
RNA76 GCU-UGUUCGGUUUUA-CUCCUCCUCCC— 88
RNA77 GGG-UGUUCGGUUUUA-CUCCUCCUCCC— 87
RNA78 G---UGUUCGGUUUUA-CUCCUCCUCCC~ 85
RNA79 GGG-UGUUCGGUUUUA-CUCCUCCUCCC— 87
RNA13 85
RNA80 81
RNAS1 81
RNA82 CUC-CCGGAGCUCUCU-CUCCUCCUCCCUCGAGAGACCCGUGGACCCGCAA 91
RNAS83 CGU---UGUCGGCCAU-CUACUCCUCCCA~-GAUGCGAUGCCGAU-GCUGGA 88
RNA14 CAU-CGAAACGGCUUU-CUCCUCCUCCC--AUAAGCCGUUCGAC-AG-GAI 92
RNALS AGGCAGCGCAUCUCCUCCUCCC-~-AGCGCUCCUUCAU-~~Ci cll 84
RNAL6 UAAGCAGCGCA-CUCCUCCUCCC-~~-AGUGCUCUUACAU- cll 85
RNA17 UAAGCAGCGCA~CUCCUCCUCCC~---AGCGCUCUUACAU--CG cll 85
RNA18 —GA-UCGGGCAGCGCA-CUCCUCCUCCC— cll 90
RNA19 CAU-CGACACGGCUU--CUCCUCCUCCC~ cll 83
RNA2 -UG-UCGAAGCGCUG--UACCUCCUCCC~ cll g6
RNA20 -AU-CGGAACGGCGAU-CUCCUCCUCCC— AR 91
RNA21 ~GA-UCGGGCAGCGCA-CUCCUCCUCCC— cll 90
RNA22|SmelC397 ~GA-UCGGGCAGCGCA-CUCCUCCUCCC— cll 90
RNA23 cll 83
RNA24 A 90
RNA25 A 89
RNA26 2 92
RNA27 ~GA-UCGGGCAGCGCA~CUCCUCCUCCC~ 90
RNA3 -UG-UCGAAGCGCUG--UACCUCCUCCC— UUC ABICECR 86
RNA28 ~UUUCGUCGAGAU-AUCCUCCUCCC— cll 88
RNA29 cll 88
RNA30 | SmelB161 cCl 84
RNA31 cll 87
RNA32 cll 89
RNA33 cll 90
RNA34 —CGCAGCCGCGCA-CUCCUCCUCCC— cll 83
RNA35 ~CGCAGCCGCGCA-CUCCUCCUCCC— cll 90
RNA36 ~UUCGCCAGGGUC-GACCUCCUCCC— cll 87
RNA37 ~CGGGGCCGCACA~CUCCUCCUCCC~ AU. cll 87
RNA38 ~CGAAGCGACGCA~CUCCUCCUCCC~ U~ACUCCUCCUCCC. cll ss
RNA39 AUU-CGAAACAGCGCA-CUCCUCCUCCC C-ACUCCUCCUCCCGH cll 91
RNA4 | SmelC025 UG-UCGAAGCGCUG--UACCUCCUCCC UU C—ACUCCUCCUCCCA cll 86
RNA5 ~UG-UCGAAGCGCUG--UACCUCCUCCC~ C~ACUCCUCCUCCCA cll 86
RNA40 ~GUCGAUGGAACA~CUCCUCCUCCC~ C~CCUCCUCCUCCCA cll 85
RNA41 —--U-GUCGAUGGAACA-CUCCUCCUCCC— C—CCUCCUCCUCCCA cCll 85
RNA42 AUU-CGUAGCCGCGCA-CUCCUCCUCCC— C-ACUCCUCCUCCCA cll 90
RNA43 —-U-GUCGAUGGAACA~CUCCUCCUCCC~ C-CCUCCUCCUCCCC cll 85
RNA44 AUU-CGAAGCAGCGCA-CUCCUCCUCCC— C-ACUCCUCCUCCCG! cll 90
RNA45|SmelC398  AUU-CGAAGCAGCGCA-CUCCUCCUCCC- C-ACUCCUCCUCCCG! cll 90
RNA46 AUU-CGAAGCAGCGCA-CUCCUCCUCCC— C-ACUCCUCCUCCCG! cll 90
RNA6 ~UCGAAGCGCUG--CACCUCCUCCC~ CGG! C—ACUCCUCCUCCCA cll 85
RNA47 AUU-CGAAGCAGCGCA-CUCCUCCUCCC— C~ACUCCUCCUCCCG! cll 91
RNA48 C—CCUCCUCCUCCCA( cll 89
RNA7 UG U-ACUCCUCCUCCC. Cll 87
RNA49 - C--A-CCUCCUCCC~ cll 87
RNA50 C--A-CCUCCUCCC~ cll 89
RNAS UGGAC U-ACUCCUCCUCCC. cCll 87
RNA51 GCC-GACCUC C--A-CCUCCUCCC~ cll 87
RNA52 ~AUCCUCCUCCC~ cll 87
RNA53 cll 89
RNA56 ~AUUUCCUCGGUGAUUCAA 89
RNA9 AGUGUCGCUCGAU-GCGGA! 87
RNA57 ~ACAUCGAGUUC AGAACUCGAUAA GG 81
RNA58 ~ACAUCGAGUUC AGAACUCGAUAA 81
RNA59 ~ACAUCGAGUUC AGAACUCGAUAA 81
RNA60 85
RNA61 ~ACAUCGAGUUC AGAACUCGAUAA 81
RNA62 ~ACAUCGAGUUC AGAACUCGAUAA 81
RNA63 ~ACAUCGAGUUC---GCCUCCUCCC-~--AGAACUCGAUAA. 81
RNA64 ~ACAUCGAGUUC---GCCUCCUCCC-~--AGAACUCGAUAA. 81
RNA65 ~ACAUCGAGUUC---GCCUCCUCCC~--AGAACUCGAUAA. 81
RNA66 ~ACAUCGAGUUC---GCCUCCUCCC---AGAACUCGAUAA 81
SmelA075 ACGGCGCAAGACG 83
RNA73 GCCGCUUCGGUUC 88
RNA54 AGCCGCUUCGGUCC— gg

RNA55 - AGCCGCUUCGGUCC—
ruler 10 20 40
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RNA Family Model of SmelA07S. Cont.
(a)
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C——-—-AUCCUCCUCCC~~~~
CU-GCCACCUCCUCCCGGUA
CU-GCCACCUCCUCCCGGCA

C ~AUCCUCCUCCC———~
CU-GCCACCUCCUCCCGGCA( 'UUUUUUCGUU
CU-GCCACCUCCUCCCGGCA( (CUUUUUUC-—
GC-GCA-CCUCCUCCC-GCGC JUCUUUUCUU-U
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CA—CACUCCUCCUCCC—AGUG
GC-GCA-CCUCCUCCC:
CC~ GGCACCUCCUCCCGCCGG
CC-GGCACCUCCUCCCGCCGG]
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AU-GCAUCCUCCUCCC-GCA!
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CU-GGA-CCUCCUCCC~-CCAG]
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GGAUCU-CCUCC~CCC~
CU-GGA-CCUCCUCCC~ CCAG
CU-GGA-CCUCCUCCC:
G-UGCACCUCCUCCCGCACC
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GGA--U-CCUCC-CCC~
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GC-CGGACCUCCUCCCCCGGC]
GGA--U-CCUCC-CCC————-
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GC— GCA—CCUCCUCCC GCGC]
GGA--U-CCUCC
GC~ GCA—CCUCCUCCC GCGC
CC-GGU-CCUCCUCCC-CCGA
CC-GGU-CCUCCUCCC-CCGAJ
CC-GGU-CCUCCUCCC-CCGA
GACGCCACCUCCUCCCGGCUC
CC-GGU: ICC-CCC---GG}
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AUCCUCCUCCC—
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-AUCCUCCUCCC~
AUCCUCCUCCC-
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GA—UGCACCUCCUCCCGCAUC
GG-CGC-CCU-CUCCCGCGCC
GG-CGCAUCU-CUCCCGCGCC]
GG-CGCACCU-CcUCCcCGeeCd
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RNA Family Model of SmelA099. (a) Alignment of RF'Mg,,e1.4009 sSequences (SCI =0.87);
(b) Consensus secondary structure (minimum free energy -60.52 kcal/mol) for the alignment
shown in (a).

(a)

)))))))) - (CCCCCC((--
UCEC ICGGGA CUA

CCUCCUCCC-AAG--G.
CCUCCUCCCAAGG--GG.
CCUCCUCCCAAAGG-G.
CCUCCUCCCAAAGG-G.
UCUCCUCCCAUGG--G.
CCUCCUCCCAAAG--G.

--CCUCCUCCC

--CCUCCUCCC

--CCUCCUCCC

--CCUCCUCCC

--CCUCCUCCC

--CCUCCUCCC

--CCUCCUCCC AAGCUCUCCACCUCCUCCCAGAC--UU:

--CCUCCUCCC AAGCUCUCCACCUCCUCCCAGAC~--UU

--CCUCCUCCC AAGCUCUCCACCUCCUCCCAGAC~--UU

--CCUCCUCCC AAGCUCUCCACCUCCUCCCAGAC--UU
AAGCUCUCCACCUCCUCCCAGAC--UU
"GCUCUCCACCUCCUCCCAGGC-—gg A

[Jelelelelelelelelelele!

CUCCUCCUCCCGG.

CUCCUCCUCCCAGC-
CUCCUCCUCCCAGC-|
CUCCUCCUCCCAGC-|

RNA9

SmelA099CUCCUCCUCCCGG

RNA26 CUCCUCCUCCCAAU

RNA27 ——-CUCCUCCCAAU -CCUCCUCC(C|

RNA28 -CCUCCUCCC]

RNA29 -CCUCCUCCC]

RNA30 -CCUCCUCCC]

RNA31 -CCUCCUCCC]

RNA32 -CCUCCUCCC]

RNA33 -CCUCCUCCC] uu
RNA34 —-CCUCCUCC(C] CAUUUCUUUU
RNA35 -CCUCCUCC(C] CAUUUC--UU
RNA36 -CCUCCUCCC] CAUUUC--U!
RNA37

ruler




RNA Family Model of SmelA099. Cont.

(b)

RNA Family Model of SmelB003. (a) Alignment of RF' Mg,,.15003 sequences (SCI =0.99);
(b) Consensus secondary structure (minimum free energy -56.04 kcal/mol) for the alignment
shown in (a).

(@)

S CCOCCCCs ((( )) - ))))))))))))))(((((((((((((((( (( .
RNA1 U —CCC Gl ICGCCCCAGCCCCAUC 99
RNA2 U. -CCCC G| C ICGCCCCAGCCCCAUC 929
SmelB003 U -CCCC © ICGCCCCAGCCCCAUC 929
RNA3 Ci GCCCC Gl -GCCCCAGCCCCAUC 96
ruler . ..50. .. 70 80
RNA1 GCCUUG 108
RNA2 GCCUUG 108
SmelB003 GCCUUG 108
RNA3 GCCUGG 105
ruler 110




RNA Family Model of SmelB008. (a) Alignment of RF Mg,,.;po0s sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -34.40 kcal/mol) for the alignment
shown in (a).

((((((eoceneenen )))))) e ((((ereeenn R N N N )))))))))))-))

RNA1 [UCUGUCCCCC| AUU CCCC ICAUCCCC 77
RNA2 UCUGUCCCCC AUU| CCCC ICAUCCCCU| 77
RNA3 [UCUGUCCCCC| AU CCCC ICAUCCCC 77
SmelBOOB UCUGUCCCCC AU CCCC CAUggCCU - 77

ruler = ........100.......20000000..30000000..400000 000500000000 6000 7000

(b)

RNA Family Model of SmelB009. (a) Alignment of RF' Mg,,.c15000 Sequences (SCI =1.02);
(b) Consensus secondary structure (minimum free energy -34.61 kcal/mol) for the alignment

shown in (a).

(a)
............ COCCC GO 023)))) ) ) ) CCCCCCCCCCCCC e e a2)))))))IIIDI) ) eeene
RNA1 UUCCCACCUAU. ICCUU C GCUU -GCGU 80
RNA2 UUCCCACCUAU. ICCUU| C| -GCGU 81
SmelB009 UUCCCACCUAU. ICCUU 8 -GCGU 80

RNA3 UUCCCACCUAU. ICCUUBIUC] UGGAU 82
ruler = ........ 10c..ee.ns 20000 30004000500 600 7000 80.




RNA Family Model of SmelB033. (a) Alignment of RF' Mg,,c15033 sequences (SCI=0.67);
(b) Consensus secondary structure (minimum free energy -24.07 kcal/mol) for the alignment
shown in (a).

(a)

SLCe(( ©+))))))) - COCCC((C- (e )))))))
RNAL C. IGCR- U] IGCCG-GGGCUGGGGCAC
RNA2 C. - U]
RNA3 U -] Ul
RNA4 U. - U] CG
RNAS ICGUACGAGGA- U. - U] IGCCUGGGGCUGGCGCUCACACG
RNA6 | SmelAR0053 ICGUACGAGGA- U. - U] GCCUGGGGCUGGCGCUCACACG
RNA7 ICGCACGGGGAG! U. -1 CCUGGGGCUGACACG
RNA8 ICGCACGGGGAG! U. - U] CCUGGGGCUGACACG
RNA9 ICGCACGGGGAG! U. - U] CUGGGGCUGACACG
SmelB033 ICGAACGGGG- C. -1 U] GCCG GGGCUGGGGC C 7
RNALOQ ICGGUGGCGGAC! C. C| G|
RNALL iCGAUGGCGGAC! C. C|
RNA12 ICGCAG--CGACH U iC Gl
RNA13 U, IC Gl
ruler .

RNA Family Model of SmelB044. (a) Alignment of RF M g,,c15044 Sequences (SCI =0.76);
(b) Consensus secondary structure (minimum free energy -41.37 kcal/mol) for the alignment
shown in (a).

(a)
((((-

(((((enernenranens (o (oo ((((ennnn )))) .- ))))))) - )))) A,
q| GUl Y

)))((e((eeenn )) -
CCGU:

RNAL ICUAGCCU. ICRU 96
RNA2 GGGCACUAGCCU ICRU CUCU AUAU UGCGGAAA CCAAU! 94
RNA3 jucl| ICRG! JAC-UGCAGGACGAAAGAU 97
RNA4 G U UCAUAU UGCGGAAC-AAUAUUUCA 97
SmelB044 \UCUUCUAGCCU. ICRU {UCU-AUAU-UGCGAAAA-UCCAAUU-G 96
RNAG6 \UCUUCUUGCAUCEBURU: lUCUCUUAU-UGAGCUGGUGGGAACUGA 99
RNA7 \UCUUCUUGCAUCEBURBU: 'UGUCUUAU-UGAGCUGGUGGGAAAUGA 99
RNAS \UCCUCUAGCAUCEBURU: 'UGACUU-UCAAAGCUGGUGGGARAUGA 99
RNAS ‘ SmelB032 UCUUCUUGCAUC JURU JUCUCUUAU-! UGAGCUGGUGGGAACUGA 99
ruler  ....... [U RSN 20........30........40........50....0...60..000. 7000 80 90 100
RNAL

RNA2

RNA3

RNA4

SmelB044

RNA6

RNA7

RNAS
RNAS | Sme1B032
ruler
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RNA Family Model of SmelB053. (a) Alignment of RF Mg,,.;5053 sequences (SCI =0.32);

(b) Consensus secondary structure (minimum free energy -16.88 kcal/mol) for the alignment

shown in (a).
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RNA Family Model of SmelB064. (a) Alignment of RF' Mg,,.i5064 Sequences (SCI=0.91);
(b) Consensus secondary structure (minimum free energy -32.97 kcal/mol) for the alignment

shown in (a).

(a)
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RNA1 U GAUUUUACUUAUGAG 86
SmelB064 U GAUUUUACUUAUGAG 86
RNA2 U GAUUAUACUGAUGGG 86
ruler .en ..70... ..80......

RNA Family Model of SmelB075. (a) Alignment of RF' Mg,,.;p075 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -15.81 kcal/mol) for the alignment

shown in (a).
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RNA Family Model of SmelB095. (a) Alignment of RF' Mg,,.c15095 sequences (SCI = 0.89);
(b) Consensus secondary structure (minimum free energy -43.39 kcal/mol) for the alignment
shown in (a).
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RNA1 CUAUCGARAAG 76
RNA2 CUAUCGAAAG] UAAGH 76
SmelB095 CUAUCGARAAG 76
RNA3 CAUCGAAAGUJ 76
ruler 1

RNA Family Model of SmelB126. (a) Alignment of RF' Mg,,¢15126 sequences (SCI = 0.7);
(b) Consensus secondary structure (minimum free energy -27.44 kcal/mol) for the alignment
shown in (a).
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RNA Family Model of SmelC023. (a) Alignment of RF' Mg,,e10023 sequences (SCI=1.11);
(b) Consensus secondary structure (minimum free energy -78.06 kcal/mol) for the alignment

shown in (a).
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RNA Family Model of SmelC032. (a) Alignment of RF'Mg,cic032 sequences (SCI = 1.00);

(b) Consensus secondary structure (minimum free energy -38.80 kcal/mol) for the alignment
shown in (a).

RNA1
SmelC032
RNA2
ruler

RNA Family Model of SmelCO055. (a) Alignment of RF' Mg,,c10055 sequences (SCI = 1.04);

(b) Consensus secondary structure (minimum free energy -38.96 kcal/mol) for the alignment
shown in (a).

(a)

RNA1
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ruler




RNA Family Model of SmelC151. (a) Alignment of REF' Mg, 10151 sequences (SCI=1.02);
(b) Consensus secondary structure (minimum free energy -36.37 kcal/mol) for the alignment
shown in (a).

------ (OO e (eeeeee))e)))))))eeeeee COLCOCCLCae(((oveneeean)))e)))))))))ovennnn

RNA1 CCC(| -AUGAGCC. [UGCUU IGC AAGACAU CUUU 73
RNALll -GAUUUGCCAAU. 74
RNA12 G. GCC. Ci 70
RNA13 74
RNA2 —-AUGAGCC. 73
RNA3 —-AUGAGCC. 73
RNA4 —-AUGAGCC. 73
RNAS —~GAUAGCCAAU. 75
SmelC151 —-AU C GC 73
RNALO 79
RNA6 78
RNA7 78
RNA8 79
RNA9 79
ruler

RNA Family Model of SmelC165. (a) Alignment of RF' Mg, 10165 sequences (SCI=0.71);
(b) Consensus secondary structure (minimum free energy -43.24 kcal/mol) for the alignment
shown in (a).
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RNA3 ICAAAAUAAGALC. ICECAAG-AAGEU —! CGC-! 87
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RNAS5 G [UUU--GAUAAC. | | 91
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RNA Family Model of SmelC289. (a) Alignment of RF Mg,,cic289 sequences (SCI = 0.9);
(b) Consensus secondary structure (minimum free energy -48.93 kcal/mol) for the alignment
shown in (a).
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RNA Family Model of SmelC291. (a) Alignment of REF'Mg,ci0201 sequences (SCI = 0.55);
(b) Consensus secondary structure (minimum free energy -42.63 kcal/mol) for the alignment
shown in (a).

(a)
RNA17 UCCGCCGCAUCY|
RNA1S GUCGGUUGGGGUAGCUUUCCCGACCUAUCCG— UCCGCCGCAUCY|
RNA19 GCGCAUAUCGAUGCUCGUCC~GACAUGACUG UCCGCCGCAUCY|
RNAZ0 ~ZCCGAGGCACCGCCAGUCCCGCCAUCAGGA UCCGCCGCAUCY|
RNA21 —--GCG--CCUUGGCGCGCAACGCC-U-GUUC [UCCGCCGCAUCU]
RNA22 -UCGAGU-GUUUCCUCUUACUUA--UAAGCA- [UCCGCCGCAUCU]
RNA10 UCCGCCGCAUCY|
RNAI1 ~GGGCUGGUAUUGCGUAGUU--U-GAAUG UCCGCCGCAUCY|
RNA12 -GGGCUGGUAUUGCGUAGUU--U-GAAUG UCCGCCGCAUCY|
RNA13 G-CAGUA-AAAACUGACGAAUAACAGGUUUA-ACCAAU. [UCCGCCGCAUCU]
RNA14 G-GUGGCUGGACAUAAUG-~UACGGUUGCCGCUCAAAU. UCCGCCGCAUCY|
RNALS ACGAGGAUAGACCGCCGGC-UCCGGUCCCUGGG— —AAU UCCGCCGCAUCY|
RNALG GCGAGGGUAGAUAGCCGGC-U~CGAUCCCUAGA—-—-AAU. UCCGCCGCAUCY|
RNAL UCCGCCGCAUCY|
RNA2 UCCGCCGCAUCY|
RNA3 UCCGCCGCAUCY|
RNAZ UCCGCCGCAUCY|
RNA5 UCCGCCGCAUCY|
RNA6 [UCCGCCGCAUCU]
RNA7 -U- UCCGCCGCAUCY|
RNAS CAUAAGAGA-AGCGCUCCCGCUGAGGAGUUG-U-CGAU. UCCGCCGCAUCY|
RNA9 ~——_ACAGA-AGCGCUCCCGUAGAGGAGCUG-UCCGAU UCCGCCGCAUCY|
SmelC291  GCGAGGAAG-GAAACU----UCCAC-AGCAU-UCGGUU. UCCGCCGCAUCY|
ruler .. 70
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RNA17 U-AGUU-GGAGUGGCCUCCUCGAAACGCU-—-ACU
RNA18 UGGCUCGGAAGGCCUCUCCGUC——mmmm O ORUCOOE COCCEMUUBCAGROUACCT S CUETGUT o ons U
RNA19 UGGCUUAGGAGUGGCCUCCUCGAAACGGC ——~CAUCU ~UCG-UG—~—~AGGAAAUCGUC - m——— m e = U CGU
RNA20 GC--UUGCGGGAGGCCUCCCCGC———-UU---UCUCCC) GCCUAU--CUUC--CGCAGACGAUC——
RNA21 ACGAUCACGGGUGGCCUCCCCGU- ~CCUCUCCCUGA-~CAUGUCUGAUC-——-————
RNAZ22 CCUCUUGU-CGUCGCAAACAUGA-———— U---GGUUUC
RNAILO CAAGUCAU--AACGGUUCCUCGUGCCGUU-U-UGCAU
RNAIL GUCCGAAU----CGGUUCCUCGUGCCGUGAUCACAUC
RNA12 GUCCGAAU----CGGUUCCUCGUGCCGUAAUCACAUC CGCCUUC-U-UCCCGAAAAAGCCUGU-~UGG-—--UGGCGU~-
RNAL3 CGA-UUAUCAAGCGGUUCCUCGUGCCGUUAU-UGCAU CCCC--A-U-UCCAACGCCGCU-UCCCAACGC--CGCUUCC—
RNA14 UGGUG-UU-AGUGGCCUCCUCGUA~-CCGCAGCCAGUU CCCC--A-ACAGCGCGCCA—-—-AUCUGCCCUC--UCAUCU-
RNAI5 UGGCACAU-AGUGGCCUCCUCGUA-CCGCUGCCAAAC CCCC--U-UCUUUCCAA-UGAACAUCAGAGCU-—--CCGUGC—
RNAL6 UGGCACAU-AGUGGCCUCCUCGUA-CCGCUGCCAAAC CCCC--U-UCUUUCAAACAGAACAUCAGAACU---UCGUGC—
RNAL GGACU- -U--GCGGAUUCCUCGUG-CUGCA~ACCGG—
RNA2 GGACU--U--GCGGAUUCCUCGUG-CUGCA-ACCGG—
RNA3 GGAUU--U--GCGGAUUCCUCGUG-CUGCA-ACCGG
RNAZ CGACG--UCCGCGGAUUCCUCGUG-CCGCAGUCGGAGC]
RNA5 CAA-UU-UCAAGCGGUUCCUCGUGCCGUU-U-UGCAG
RNAG CAAGUUAU-—-AGCGGUUCCUCGUGCCGUU-U-UGCAU
RNA7 CAAGUUAU--AGCGGUUCCUCGUGCCGUU-U-UGCAU CCCC--U-U-UCAAGAAAACGCCGCCACUUC---CCGAAGA-
RNAS CAAGUUAU--AGCGGUUCCUCGUGCCGUU-U-UGCAU CCCC--U-U-UCAAGAAAACGCCGCCACUUC---CCGAAGA-
RNA9 CAAGUCAU--AACGGUUCCUCGUGCCGUU-U-UGCAU CCCC--U-U-UCAGGAAAACGCCGUCACUUC -~ -CCGAAGA-
SmelC291  GGACU--U--GCGGAUUCCUCGUG-CUGCA-ACCGG— CCCC--A-U-UCG-AAACGCCGCUUCGAAAGAGGCGGCG-U-
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RNA18 UCAU 171
RNAL9 -Z_U 163
RNA20 CGCG 171
RNA21 UGC- 168
RNA22 UCAU 181
RNAL0 AGGG 179
RNA1l U--A 173
RNA12 A--U 170
RNAL3 cceG 181
RNA14 S22 171
RNALS GCA- 180
RNAl6 GC-- 179
RNA1 UCGU 171
RNA2 UCGU 171
RNA3 UCGA 173
RNAZ UCGU 178
RNAS -2 179
RNA6 AGGG 179
RNA7 AGGG 176
RNAS AGGG 179
RNA9Y AGGG 176

SmelC291 UCGU 171
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RNA Family Model of SmelC291. Cont.

(b)

RNA Family Model of SmelC416. (a) Alignment of RF' Mg,,e10416 Sequences (SCI =0.98);
(b) Consensus secondary structure (minimum free energy -43.52 kcal/mol) for the alignment
shown in (a).
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RNAL AUGCCUCCAG C| |-CUUCCCC! C ll‘ ICCCCUJ 95
RNA2 AUGCCUCCAG] CGCC ———AC C| [-CUUCCCCT C| —UCUAC ICCCCUGC] 95
RNA4 AUGCCUCCAG] (GCC. I-—-AC. C| [UCUUCCCCT G ICACUAUG] ICAUCCCCU 97
SmelC416 AUGCCUCCAG] ICGCC] I-—-AC. C| |-CUUCCCC C -UCUAC] H‘ Igr‘r‘r‘r‘n 95
RN?3 AUGCCUCCAG CGCC U C| CUUCCCC 3] --CUG 9 ICCCCUY (]‘.00 98
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RNA4 U-U 108
SmelC416 U-U 106
RNA3 [UCU 110
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RNA Family Model of SmelC434. (a) Alignment of RF' Mg,,e10434 Sequences (SCI =0.99);
(b) Consensus secondary structure (minimum free energy -59.35 kcal/mol) for the alignment

shown in (a).
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RNA Family Model of SmelC500. (a) Alignment of RF' Mg,,e10500 sequences (SCI=1.01);
(b) Consensus secondary structure (minimum free energy -101.60 kcal/mol) for the align-

ment shown in (a).
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RNA Family Model of SmelC507. (a) Alignment of RE'Mg,cic507 sequences (SCI=0.79);
(b) Consensus secondary structure (minimum free energy -72.08 kcal/mol) for the alignment
shown in (a).

(@
RNA1 GGGAA U. UCAG GC CCCGGUCG. GGCCC 929
RNA2 G A CCCGGUCG. GGC-Ci 98
RNA3 CCCGGUUC GGCUU 929
SmelC507 AAR CCCGGUCG. GGCCCi 99
RNA4 A CCGGUUG. CGGCUC 98
ruler 80
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RNA Family Model of SmelC549. (a) Alignment of RF' Mg, cic549 sequences (SCI = 0.69);
(b) Consensus secondary structure (minimum free energy -61.88 kcal/mol) for the alignment
shown in (a).

S CCCOOC (0 (0 ((Cee e COCOCCOOC(C(ee- (((((( ((((

RNAL GCUU CAG| UuC|

RNA2 GCUU. CGUCCUUAU| G UUUUC
RNA3 GCUU. IGCGC CGUCCUAAU| juuuguC
SmelC549 GCUU. G CAC. CGUCCUUAU| C juuuuC
RNA4 ---CCUAU UGESCUCAU ¢ C UCUUC

ruler
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RNA4 GGCC GGUUAAGACAG]
ruler 140 160 180
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RNA Family Model of SmelC601. (a) Alignment of RF' Mg,,e10601 sequences (SCI =0.98);

(b) Consensus secondary structure (minimum free energy -54.68 kcal/mol) for the alignment
shown in (a).
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RNA Family Model of SmelC671. (a) Alignment of RF' Mg,,;0671 sequences (SCI =0.55);

(b) Consensus secondary structure (minimum free energy -20.30 kcal/mol) for the alignment

shown in (a).
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U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC
U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC

U-UCUUACCGAGUGGUU-~-UAGCCACUCUGU-UUGACGC
U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC
U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC
U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC
U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC
U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC
U-UCUGACCGAGUGGCU-GGAGCCAUUCUGU-UUGACGC
U-UCUUACCGAGUGGUU--UAGCCACUCUGU-UUGACGC
U-UCUUACCGAGUGGUU-GGAGCCACUUUGU-UUGACGC
U-UCUUACCGAGUGGUU-GGAGCCACUUUGU-UUGACGC
U-U---UCUGAGUGGCUCCUAUCCACUCUGU-UUGACGC
U-CCCGAUAGGGAUCUC--CGUCCAGUCUGU-UUGAUGC
U-CCUGAUUGGGAUCUC--UUUCCAGUCUGC-UUGAUGC
U-CCUGAUUGGGAUCUC--UUUCCAGUCUGC-UUGAUGC
U-CCUGAUUGGGAUCUC~--UUUCCAGUCUGC-UUGAUGC
U-CCUGAUUGGGAUCUC--UUUCCAGUCUGC-UUGAUGC
UG-GACACCGAGUGGCUUCCUGU-CCACUCUGUUUGACGC
CU-UUGGACCGAGUGGCUCCUGUCCACUCUGUUUUGACGC
CU-UUGGACCGAGUGGCUCCUGUCCACUCUGUUUUGACGC-~-CUCCCUGUUAUCAACUUAAAA
—CUCAGACAAUUUCACCGACUGGCGAAUGGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
UCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
UCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
UCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
GUCUCAGACAGUUU-UCCACGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
—CUCAGACAAUUUCACCGACUGGCGAAUGGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
—~CUCAGACAAUUUCACCGACUGGCGAAU-GGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
—CUCAGACAUUUUCACCAACUGGCGAAUGGGUCUGA-UUUUCUCCCUGUUUU-ACCUUGAGA
U-UCAGACAGUUUCACCAAAUGGCGAUUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
CCUCAGGCAUCUUCUCCAUACGGCGAAUUGGUCUGAUUUUUCUCCCUGUUUU~-ACCUUGAGA
GCCUCAGGCAUCUUCUCCAUACGGCGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
—~CUCAGACAGUUCCUCCACUUGUCGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
UCUCAGACAGUUU-UCCAAGCGGUGAAUUGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
—~CUCAGACAAUUUCACCGACUGGCGAAUGGGUCUGAUUUUUCUCCCUGUUUU-ACCUUGAGA
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RNA Family Model of SmelC671. Cont.

(b)

Secondary Structure of Trans-encoded sRNA SmelC749 (minimum free energy -21.30
kcal/mol).




RNA Family Model of SmelC775. (a) Alignment of REF' Mg, 10775 sequences (SCI = 1.00);
(b) Consensus secondary structure (minimum free energy -66.30 kcal/mol) for the alignment
shown in (a).

(a)

RNA1l
RNA2
RNA3
SmelC775
RNA4

ruler

RNA1 ACCCUC
RNA2 ACCCUC
RNA3 ACCCUC.
SmelC775 ACCCUC
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ruler



RNA Family Model of SmelC776. (a) Alignment of RF' Mg,,;077¢ sequences (SCI =0.95);

(b) Consensus secondary structure (minimum free energy -45.14 kcal/mol) for the alignment

shown in (a).
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