Supplemental materials: Sequences and Oligonucleotides
GenBank accession: DQ789401-DQ789568
Table S1: Novel C/D box snoRNAs, group I for C. elegans

Group I: C. elegans novel C/D-candidates

1.1 C. elegans novel C/D-candidates in INTRONS OF RPGs

name NCBI sequence predicted targets

ComCel U41534 ttgatctgaggagttacttggtglgattcc ataactac | Gm1926/26S; guidebox D’(11nt)
6843-6758 catatgatcatcaactgggctaccatttttcﬁaagtttga Gm452/268S; guidebox D (9nt)
Rps-13 aaatggg

ComCe2 769337 gttctatgaagaaaaagtctglaattcgtactgtatggc Gm75/5.8S; , guidebox D’(10nt)
1239-1300 gactatattttatetgagaac
Rpl-3

ComCe3 Us58760 gctttttaaaattaalcagcbtedtcaagtcgatagagtt | Gm61/U4 guidebox D’ (9nt)
3026-3096 ceegtetetatcgeaagallcagoGitagggt Gm1265/26S; guidebox D’(10nt)
Rpl-22.2 Gm30/tRNAThr; guidebox D (10nt)

ComCel6 AF000196 gacataattagattclgttattgattattttaatttc&act Um 1025/268S; guidebox D’(11nt)
3642-3589 l&ttctgtgtt Um3087/26S; guidebox D (11nt)
Rpl-4

ComCel8 |AC024780 gaatgaaggtcggggecegealzgeCgiaaaagic | Um 726/26S; guidebox D’(9nt)
13253-13195 | cggctaaggttfsttoctaattc Um3301/26S; guidebox D’(9nt)
Rps-4 Um 1345/26S; guidebox D (9nt)

Um5/tRNAArg; guidebox D’(10nt)

ComCel9 | AC006729 atttttatcagagtcatgtactataagclageciigage | Um755/18S; guidebox D'(9nt)
13141-13068 tttgcactgacgcatttactcg:lataggtgaagt Um2133/26S; guidebox D’(9nt)
Rpl-7a Um 2821/268S; guidebox D’(9nt)

Cm733/18S; guidebox D (9nt)

1.2 C. elegans novel C/D-candidates in INTRONS OTHER THAN RPGs

name numb |NCBI sequence predicted targets
er
of seq.
clones
Cel8 2 774041 gcctgtgatgcttttcatgcgﬂtcaGCTG Cm2407/26S; guidebox D’(15nt)
20521-20595 |AGATCCCCTGATTAGAACC |Um292/26S; guidebox D (10nt)
ACCCTTGAGGTTGTETTAA | Um 3136/26S; guidebox D (9nt)
CTGAGGC(TA)
Ce67 6 781042 gggcggtgaAATTGTTGCACAG | Am1389/18S; guidebox D’(12 nt)
7933-7867 ACCHGTTCETATTAGTTCA | Gm336/18S; guidebox D (11nt)
CTGAGGAAAATAGEAATCA
TGAGCCT
Ce86 5 U64858 ggcccgtgaaGACACGAATTlC Um560/18S; guidebox D’(9nt)
(CeN35) 479-414 CGTCTGATAACTAATGACG
CTACCATGGCTGTAAACCA
GAGGCC(GA)
Ce97 2 U29535 atctgtcaatgaagaattgtgcagIGGTC Cm57/U6; guidebox D’(12nt)
8107-7978 CTGAAATCGGCCGAGATGT




GTGCCGATGGGCTTTCGGG

AATCTGGATATCGGTTTCTG
GATCGAAGATTGGTTCAGA
AAGATAGCACCCAGEGAGA
CAGat
Ce104.2 AL021481 TGAATTGACGAGTTGAATT |Um538/26S; guidebox D'(10nt)
16441-16370 | GGGTTAGEGCAGGTGATG
CTCGATGGAAATGATCACA
AATTAAAAG TCA
Cel10 750795 tttgatgattacTAATngTCG- Gm1259/268; guidebox D’(10nt)
(CeN42) 17966-17908 | ICTTTAGAGGACGCGGAGA | Cm1010/18S; guidebox D (10nt)
TTGTEAGAC (CAT)
Cel35 768493 tttcttataatacTTCAGGGECTTA | Gm1067/26S; guidebox D'(1 1nt)
(CeN25-1) 28489-28418 | CTAAAGACCCAGTGTACAA | Gm 35/U4; guidebox D’(10nt)
TTTTTGCAGCCCT@TCTTET
GAGGCAGG(GG) Cm187/18S; guidebox D (10nt)
Cel51 U64854 ctegatgacgattcacctafictcabiedgac | Cm 3060/26S; guidebox D’(10nt)
(CeN129) 7896-7962 | ATACAACTGGTGATAAAAA | Gm1373/18S; guidebox D (10nt)
AATTTEGTGTETTAGAG(AC | Gm1117/26S; guidebox D (11nt)
)
Cel69 U55854 cagtcgaggaGGAAAGTTTCCA | Gm 1236/18S; guidebox D’(12nt)
23529-23456 | TGCABCACTETGAAGGATA
GTGTGGATTATGGTTCACA
ATTTACTGAGGCTG
Cel73.1 749069 aatgatgactCAAAATAGCTATA | 173-1:
Cel73.2 TGAACTBTITTGETGACTCG | Gm396/26S; guidebox D’(10nt)
Cel73.3 173.1 ATAATAAGAGAAATCTGAA | Am96/5.8S; guidebox D (11nt)
(CeN128) 13736-13830 | AATTTTCAAGGTTTTTCTAG | 173-2:
173.2 AGABTTCAGEGATTICTTTT | Am90/18S; guidebox D (10nt)
13832-13892 | GAAGTATCGGTGCACCAAG | Am2287/26S; guidebox D (9nt)
173.3 TGAAAAATAAAATTGCGAC | Am46/US; guidebox D (9nt)
13907-13978 | GCTTTAGEGACGETGGAGA | 173-3:
AAGTTTTTATCCAGTGTCTA | Gm 2720/26S; guidebox D’(12nt)
AAGGCGCGGCGCAACATTT | Gm39/U5; guidebox D (11nt)
TTAAACTHTCC TTT
GTGATTACTAAAAGGEGAA
TETGAGGCG(AA)
Ce234 U88173 taaatgaaGAAATACCATCClI 234.1:
(CeN47) GCTETGEGAGTCGTTGAGC | Am 65/U6; guidebox D’(9nt)
234.1 AATCACTTGAGAACTCTGA |234.2:
10657-10596 | TGAGGTATTGTAGCATCGG | Gm268/18S; guidebox D’(10nt)
234.2 GTTACGGTAGCCGAGTCAG | Cm209/26S; guidebox D (10nt)
10592-10509 | THHGATTETEATCATGTGGCA
CTTCGACGGTGAACAGTTA
TEGCCTETGATA




Ce251 1 AF026210 gagcaatgaCGATTCTTGTCACG | Gm1879/26S; guidebox D’(11nt)
25839-25723 | AGTCGTATCATCGAAGCGC | Gm 2309/26S; guidebox D’(9nt)
ATAGTTTTTGGCTGTCGTTH | Am42/U6, guidebox D (12nt)
AGAGCTGAAAATGTTTCGA
CGGCGTGATCGATTGACTA
ATCTECTCTETGAGCTC(TC
)
Ce254b 3 U11029 cccgtcgATGAAGACCACTAA | Cm2391/26S; guidebox D’(10nt)
(CeN23-2) 10175-10094 | ATGACAATCETARTAGCC | Am2384/26S; guidebox D (10nt)
CAATGGGTTTCATTGCGGA
TATGAGGCABRTTGTETGAG
CGGG(C)
Ce297 2 749130 tcaccaatgatGCAATGGTTAAAT | Am2384/26S; guidebox D (11nt)
(CeN17) 12059-12135 | CAGacgagtctattttggctatctattcgagt
tcttcgaagaaattgccgctaageggggtga
aattgaggcalttgtctgaggtga
Ce298 1 781138 ctgcgatgatgagaateatgciaatcatgaa | Am48/U6; guidebox D'(10nt)
22031-21948 | gagactcgtcagtctccaacctecatgttgta | Um 1263/26S; guidebox D (11nt)
aaacAATCléTAGCTGAGCA
G(A)
ComCe4 Z71181 taacgtgaagattcacaataaactctttggag | Am314/26S; guidebox D’(9Int)
21721-21645 Itt_acctgaatctgttaccgatgacgaaaﬂ Am 628/268S; guidebox D (9nt)
clitattitgdatt
ComCel0 U14635 gaatacataattagttttgltcaccagaa Um92/5.8S, guidebox D’(9nt)
33102-33029 CCaatattattcatccattgcgtgcaata Uml 825/268, guidebox D (91’10
catalligaatattc Um910/268S, guidebox D’(9nt)
Um 3111/268, guidebox D
(10nt)
ComCe20 AC006651 agaatctcgagaagcgltttcctgacactcg Um 416/268S; guidebox D’ (9nt)
16008-16084 | tcgggtcgctttgaggacagaceetgeedta | Gm626/26S; guidebox D (10nt)
calattcttgatttt GM1318/268S; guidebox D (9nt)
ComCe21 781042 aagctcatttctttcgtttc ggttgtcactattcl Gm 1536/18S; guidebox D’(10nt)
9730-9627 tegtettacgaaatccgageegateggattac | Gm368/26S, guidebox D (10nt)
caccctttcacgccttccaatttcﬂtcatctgg
ttt
ComCe23 U41108 gtttttgatgttccecgatgaatetcegttgaa | Cm2641/26S; guidebox D’(9nt)
18320-18406 | Becaalegaagctitgggttacattttgccga | Am3242/26S; guidebox D (12nt)
ggcaagqgaljctaactgaaat
BICel73.2 U55856 tettctcaagtatcggtgcaccaagigaaaaa | 173.2
BICel73.3 taaaatcgcgacgetttaolzacgctgBaga | Am90/18S; guidebox D (10nt)
173.2 gtttttatccagtttctaaaggcgcgaageaa | Am2287/26S; guidebox D (9nt)
21065-21003 | BatttGfg8actttccgataatttgtgattacta | Am46/U5; guidebox D (9nt)
173.3 aaaggﬁgaatctgaggc 173-3:
20991-20920 Gm445/268S; guidebox D’(10nt)
Gm39/US; guidebox D (11nt)
BICe298 781568 tgtagtgatgaaaatcatgclaatcatgaaga AmA48/U6, guidebox D’(10nt)

29237-29159

ggcgegtecgtetcggaccccatgttgecaaa
catciatttctgaaca

Gm1358/26S; guidebox D (9nt)

L3 C. elegans novel C/D-candidates in INTERGENIC REGIONS

name

number
of seq.
clones

NCBI

sequence

predicted targets




Ce55
(CeN61)

U88180
7151-7080

gtcgatgacGACCAAGAGTTAT

CECTGT TGATTGTG

AGGACAAAAGACTATGGTA

BCcACTEEGAGAC(TA)

Gm 2927/26S; guidebox D’(12nt)
Um 553/26S; guidebox D (9nt)

Ce59

799171
10202-10136

gtcaatgaagaGAAACACCGATC
CBRTCGTGTGACAAATTGCT
GATAGATTGTACGHECAGTE
GTAGAG(GT)

Um14/5.8S; guidebox D’(13nt)
Am931/26S; guidebox D (11nt)

Ce9%4

779603
16340-16403

(GCGCC)AATAGGTTATCATT

CCTATTECCACTTCAGGGA

ACTTCCCATTGGCACCAAR
TTGACTGATATI(TT)

Gm1668/268S; guidebox D" (10nt)
Gm46/tRNAAsn, guidebox D (9nt)

Ce96
(CeN25-2)

781491
29112-29209

atttataaacgctctcaGGGCCTTGCA
AAAGACCCAGTGAACAATT
TTTGGAGAACCCTGTCCTTT
CGAGGTCAGGGTAaatgttaglit
ttcCagaat

Um2529/268S; guidebox D (11nt)

Ce98

748045
7798-7724

gcaatgatGTCATACTCAAATCT

GTCABTCCTEAGACCATCC

CTGGTGATAACACGGTITTT

CCGBAGTGETGAGC(AGC)

Cm1196/18S; guidebox: D’(14nt)
Cm367/18S; guidebox D (11nt)

Cel00

747074
15546-15632

caagagttgtgaTGACTTACTTAG
GACACCTTTGGAGGGCCTC
GEBTCTGETGAAAAGAAAAA
TAGTACGCCITAGT-G

CTCTtg

Um203/26S; guidebox D'(10nt)
Cm2728 /26S; guidebox D'(9nt)
Gm2731/268; guidebox D (10nt)
Am1222/26S; guidebox D (9nt)

Cel67

266516
28109-28170

geegttgaTGATCAATTGAGCA
BATCATTGACTGTTGGTGA
GGTGATTTCRTTAGETGAG

GC(TT)

Am28/18S; guidebox D’(11nt)
Um?72/188S, guidebox D (9nt)
Um1058/268S, guidebox D (9 nt)

Cel7l
(CeN40)

AL032663
7898-7781

cggtgaTCGATGACTTGTGCl
GTGGECGAGGCGATCGGAT
TGTGATGTCGCCTGAAAAG
GCGGGACCCAACGTCGCGC
CTTTCGCCAGAAGATGGAA
ATATGCGCAACGTETGAGC
TG(A)

Um68/U1; guidebox D’-1 (9nt)

Ce211
(CeN5)

Z75111
1-65

tggecagtgatsATCACAAATCCG
GTTT CAAGCGATTG

ACGATAGAAAACCGGETGA
GCCA

Amo678/26S, guidebox D’(12nt)

Ce238

268342
34378-34307

gggtcgatgattagattattctactgttclcgt

ACCGACTGTTCAGTGGTGG

Ce240

781551
3789-3864

Um1566/26S; guidebox D’(13nt)
Gm 1022/18S; guidebox D (9nt)

ATAAACITTCT:GACtt
GAAAATGATCCCGAAABGG
Maaatctcattatttagatgagag
cgtgagcaagatgq@aatc

Ce254a
(CeN23-1)

AL132949
74745-74666

Um 800/18S; guidebox D’(10nt)
Um1688/18S; guidebox D (9nt)

(CGAAAAC)CCGCATATGAA

GACCACTAAATGACEBAATC

CTAATAACCCAATGGGTTTC
ATTGCGGATATGAGGCAMT

TGTETGAGCGG(A)

Cm2391/26S; guidebox D’(10nt)
Am2384/26S; guidebox D (10nt)

Ce282
(CeN52)

AC024753
25441-25375

aaagtcaccal TCATAGTTCACA
TCATTGCETAACGAGTGATG

TGTCTCCGCCABGTGTETE

ATTTt

Cm138/5.8S; guidebox D (9nt)
Um1223/18S; guidebox D (9nt)
Um3163/26S; guidebox D (9nt)




The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession number and coordinates are given in column two or three. Gray = double stranded
region, yellow = C* and C boxes, green = D’ and D boxes, red = the complementary nt at the
target site is methylated. Letters in parenthesis indicate that the cDNA is longer than the snoRNA
sequence. Bold and underlined letters indicate the antisense elements, italic letters indicate G-U
pairings corresponding to the target site. Capital letters represent cDNA sequences. The
additional sequences completed by Wormbase or GenBank information are in lower case letters.
Target sites are from rRNA, U-RNA or tRNA. Targets verified by the modification study of 26S
rRNA (Higa et al. 2002) are shown in red letters. Letters in bold in predicted targets indicate that
the same sequence is targeted by the C. briggsae snoRNA orthologs. RPGs = Ribosomal Protein

Genes. Designations in parenthesis refer to Deng et al. 2006.



Table S2: Novel C/D box snoRNAs, group I for C. briggsae

Group I: C. briggsae novel C/D-candidates

1.1 C.briggsae novel C/D-candidates in INTRONS OF RPGs

name Sanger sequence predicted targets
ComCb1 CAAC01000101 TGATCTGAGGAGTTACTCGGTG | Gm1927/26S; guidebox D"(11nt)
188952-188871 BGATTEEGATAGCTACCATATG | Gm287/26S; guidebox D (10nt)
ATCACCAACAGGGCTACCGGAT
TTTEAAGTTTGAATCT
ComCb2 CAAC01000015 | TAGTTCGATGAAGAGAATGTCT | Gm75/5.8S; guidebox D’(11nt)
354218-354154 GBAATTEGTACTCTGTATGGCG | Am1052/26S; guidebox D (10nt)
ACTAGTITTATCTGAGAACTA
ComCb3 CAAC01000012 | TTTAGGCTAAAAAGCCAGCCTA
170321-170390 ATCTAGTCGATAGAGCACCCGT
CTCTATCGCAATGACCAGGCTTA
GGG
ComCb18 | CAAC01000028 | AGAATGAGGGTCGGGGGCCAC |Um3302/26S, guidebox D’(9nt)
271775-271715 GBGGGTEGTAAAAGTCCGGCTA | Um1345/26S; guidebox D (9nt)

AGGTT.GTTGCTAAAATA

L.2 C. briggsae novel C/D-candidates in INTRONS OTHER THAN RPGs

name Sanger sequence predicted targets
Cb18 CAAC01000141 GCCCATGATGGTITCATGCG lTC Cm2408/26S, guidebox D’(13nt)
405304-405377 AGCTGAGATCCCCTGATTAGAACC | Um3436/26S; guidebox D (9nt)
ACCCTTGAGGTTTQ.CTAACTGAG Um1577/268S; guidebox D (9nt)
GC Um276/268S, guidebox D (9nt)
Cb67 CAAC01000098 AGGCAATGAAATTGTTGCACAGAC | Am1383/18S; guidebox D’(11nt)
2090565-2090499 CIGTACCTATTAGTTCACTGAGGAI Gm1643/268S; guidebox D (9nt)
AAAAQ.AATCATGAGCCT Gm1451/268; guidebox D (9nt)
Gm2969/268S; guidebox D (9nt)
Cb86 CAAC01000364 GGCCCGTGAAGAAGTAAATT.CCG Um307/18S; guidebox D’(13nt)
10227-10162 TCCGATAACCCATGACGCTATGAA | Am2682/268S; guidebox D (9nt)
GGCTGIAAAACAGAGGCC Gm1123/268S; guidebox D (9nt)
Gm1135/18S; guidebox D (9nt)
Ch97 CAAC01000012 ATCTGTCGATGAAGAATTGTGCAG | Cm57/U6; guidebox D’ (13nt)
756446-756316 .GGTCCTGAAATCGGCCGAGATGT
GTGCCGATGGGTCAATCGGGAATT
CAGATATCGGTTCCTGAAGCGAAG
ATTGATTCAGAAAGATAGCACCCA
CAGAGACAGAT
Cb104.2 | CAAC01000274 TGATAATAGAATGGACGAGITGAC
42890-42969 GAGAACTAGATGGGCGGTGTAGTT
GGGAAGTGATCACAGACTGGAATA
TCTGATCG
Cb151 CAAC01000098 CTCGATGATGATTCACCTA.CTCA Cm3061/26S; guidebox D’(10nt)
630222-630289 CTCAGACATGATAACTGGTGATAA | Gm2499/26S; guidebox D (13nt)
CTTCTTTC.CCGTCTTAGAG
Cb169 CAAC01000012 CAGTCAAGGAGGAAAGTTTCCATG | Gm1230/18S, guidebox D’(12nt)




223247-223173

CABCACTETGAATGATAGTGTGGA
TTATGGTTCACATHGAAACTGAGG
CTG

Gm639/268S; guidebox D (10nt)

Cb173.1
Cb173.3

CAAC01000012

Cb173.1
1897614-1897705
Cb173.3
1897777-1897885

GATGAGGACACAACCTAGTTATAT
GAATTCTTTBGAATETCAACGTAG
AGGAGCTCTGCATTTTCAAAGAATT
TCTTTGAGEAAAAGTGATTCGATT
CTTCGTCTCGGCTTTCATAAGAAAA
ATCAAACTGCGACGCTTTAGTGGTG
CTGAAGCAAACGTCTATTCAGTGTC
TAAAGGCGCGACGCAACATCAGAA
CTCTATTCGTTTAGGEGTAGTTGA
GAACTGAAAATCAAACATATTGAT
TACTAAAAGGEGAATETGAGGCAT
TGAA

173.1

Cm395/18S; guidebox D’(9nt)
Um2655/26S; guidebox D (11nt)
Cm144/U2; guidebox D (9nt)
173.3

Gm877/268S; guidebox D’(14nt)
Gm1365/26S; guidebox D’(12nt)
Gm40/U5, guidebox D (11nt)

Cb234.1
Cb234.2

CAAC01000068
Cb234.1
4251240-4251308
Cb234.2
4251155-4251236

TTAAATGAAGAAATACCATCCHTG
CTCTGCGATGGCCGTCGAACACAT
ACACTTGAGAATTCTGAGTGAGGG
TACTGTAGCATCGGGTTACTGTACA
CCAATCCAGACGATTECTCAGGTGGT
TCGACGCCGGTGAACAGCTATEGC
CTCTGATA

234.1

Amo65/U6; guidebox D’(9nt)
234.2

Cm209/26S; guidebox D (10nt)

Ch251

CAAC01000031
220862-221003

TGAGCAATGACGATTTTCGATTCAC
AAAACGGTTTAGCATCAGGACACA
AAGTGCTCGTCACTTTGTAACAGTT
TCCAGTCGTCGETTGGEAGAAACC
GTTTTGATGATGTGACCGAGCGAC

TAATCTHCTCTETGAGCTCA

Am2348/26S; guidebox D’(10nt)
Am992/18S; guidebox D’(9nt)
Am42/U6, guidebox D (12nt)

Cb254b

CAAC01000041
28623-28706

ACCCGTCGATGAAGACTACTAAAT
GACBAATCETAATAGCCCAATGGG
TTTCATTGCGGATATGAGGCANTT

GTCTGAGCGGGT

Am2391/26S, guidebox D’(10nt)
Am2385/26S; guidebox D’(10nt)

Cb297

CAAC01000005
387713-387825

TCACCGGTGATGTAATGGTCAAGTC
AGACGAGTCTAAATTGGCGATCGG
TTCGAGTTCTTCGAAGACATCGCCG
CCTAAAGCGGGGTGATAATGAGGC
ABTTGTETGAGGTGA

Am2385/26S; guidebox D (11nt)

ComCb4

CAAC01000044
1358294-1358215

TAAACTGAAGATTCGATATGAACT
CGCAABAGTTCTTGAAAATCTATT
ACCAATGACGATCGCCCABATTAR
TGAGTTTA

Um129/U1; guidebox D’(10nt)
Gm1583/26A; guidebox D (9nt)

BICb298

CAAC01000088
1176387-1176472

TTTCTGCAGTGATGAGAATCATGC
BAATCATGAAGAGGCGCGTCCGTC
TCAACCCCATGTTGTAGAAAATIBA
TATCTGAGCAGAGA

Am48/U6; guidebox D’(10nt)
Cm501/26S; guidebox D (12nt)

1.3 C. briggsae novel C/D-candidates in INTERGENIC REGIONS

name Sanger sequence predicted targets
Cb5s5 CAAC01000107 | GTCAATGACGAATAGAAGTTATCHE | Gm2928/26S; guidebox D’(12nt)
153464-153393 CTGTCTGAATGATTGTGACGACAA | Um553/26S; guidebox D (9nt)
ACAACTATGGTABCACTECGAGAC
Cb59 CAACO01000097 | GCCTCAATGAAGATAAACACCGAT | Um14/5.8S; guidebox D’(12nt)

474811-474880

CCATCGAGTGACATCTTGCTGATA
GTTGTACG!CAGTCGGAGAGGT

Am931/26S; guidebox D (11nt)
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Cb98

CAAC01000064
15200-15274

GCAATGATGTCATACTCAAATCTG
TCABTCCTEAGACGATCCCTGTTG
ATAATACGGTTTACCGEBAGTGETG
AGC

Cm1190/18S, guidebox: D’(14nt)
Cm3385/268; guidebox D (9nt)
Cm906/26S; guidebox D’(11nt)

Cb100

CAAC01000012
2761377-2761461

AAGAGTTGTGATGACTTACTTAGG
ACACCTTTGGAGGGTTTCGBTCCG
CTGAAAAGAAAAATAGTACGC CIT
AGTCTGAGCTCTT

Cm1544/268; guidebox D' (9nt)
Um84/5S; guidebox D" (9nt)
Gm2732/26S; Guidebox D (10nt)
Am1222/26S; Guidebox D (9nt)

Cb167

CAAC01000115
1003559-1003619

GCCGGGGATGAGCAATTGAGCANA
TCAGTGACTGTTGGTGAGGTGACT
ABATTTCTGAGGC

Am28/18S, guidebox D’(11nt)
Gm162/268S; guidebox D (10nt)

Cb171

CAAC01000093
66780-66902

AGCGATGATCGATTCTTTGTAC.G

TGTECCGAGGCTTTCTGGCCCGACGT
GGCCTGAATAAGGCTGTAACCCAA

CGTTTCGGGCCGTTAGGCAGAAGA

TGGATGAATTAGTGCHEATGTETGA

GCT

Um828/268S; guidebox D’(12nt)
Um162/U2; guidebox (11nt)
Um67/U1; guidebox D (9nt)

Ch211

CAAC01000012
785346-785410

TGGCAGTGATGATCACAAATCCQ.
GTTTCTGACAAGCGTTTGACGATA
GAAAACCGGCTGAGCCA

Am678/268S, guidebox D’(12nt)

Cb238

CAAC01000124
166458-166390

GTCGATGATTATATTATTCTACTGT
TCECGTAGEGACTGTTCAGTGGCG
GATACAACCTTCTATGAGAC

Um1567/26S; guidebox D’(13nt)

Cb254a

CAAC01000115
1203591-1203510

CCCGTCGATGAAGACTACTAAATG
ACBAATCETAATAAACCAATGGTT
TTCATTGCGGATATGAGGCARTTG
TCTGAGCGGG

Am2392/26S; guidebox D’(10nt)
Am2385/26S; guidebox D (10nt)

Cb282

CAAC01000016
1421666-1421598

CAAAGTCACCATTCATAGTTCACAT
AATGGCETTACGAGTGATGTGTCTC
CGCCA.GTGTCTCATTTTG

Um1862/26S; guidebox D’(9nt)
Cm138/5.8S, guidebox D (9nt)
Um1217/18S ,guidebox D (9nt)
Um3164/26S; guidebox D (9nt)

1.4 C. briggsae novel C/D-candidates found by blast

name Sanger sequence predicted targets
BICb161 CAAC01000053 GTGCGATGAATGTATTGGATAA | Am416/18S; guidebox D’(13nt)
160526-160457 GTITCGGCTGATTCATAATTGA
TGTCAACTTTATAACTTGCTGAG
CAC
BlCel71 CAAC01000066 GGGCGATGATCGAAATCTTGTG | Um794/268S; guidebox D’(9nt)
338059-337937 CBGCGGEEGAGGCGTTTGTGCT
GGACGTGGCCTGAATAAGGCTG
TAACCCAACGTTCCGCCTTTCGC
CAGAAGATGGATGCTTTGCGCA
ATGTCTGAGCCT
BICb246 CAAC01000008 GTGCGCGATGAAGGTTTAACCA | Am862/268S ; guidebox D’(12nt)

264351-264423

TCTRICGGETGACGAAACGACT
GATGCTAGCATTTTCTATACTGA
GCGCGT




The Sanger database accession number and coordinates are given in column two. Gray = double
stranded region, yellow = C’ and C boxes, green = D’ and D boxes, red = the complement nt at
the target site is methylated. Bold and underlined letters indicate the antisense elements, italic
letters indicate G-U pairings corresponding to the target site. Target sites are from rRNA, U-RNA
or tRNA. Letters in bold in predicted targets indicate that the same sequence is targeted by the C.
elegans orthologs. RPG = Ribosomal Protein Gene.



Table S3: Novel H/ACA box snoRNAs, group I for C. elegans

Group I: novel C. elegans H/ACA-candidates

1.1 C. elegans H/ACA-candidates in INTRONS of Ribosomal Protein-Genes (RPGs)

name number | NCBI sequence predictet targets
of seq.
clones

Ce80 3 AF003151 ttagcatgctgtAGAGCTCGTAAGGTATATTGTAATT | PI: ¥ 2237/26S
2769127851 | TTACGAGTGTTGAAGTATTGCABBBGIAAAGC |P2: ¥ 1237/18S
rpl24.1 ATAATCACCTITATGTATGTGTTGGTGCTATATC

TTCTAGTTTTTAGAAGTTATACCATCGTTAAGC
ATGCCACGTGTTGAGTGCGEEGBAAC

Ce352 1 U88168 cttgccacaatgtetgggeaaggtgccctgecaccegettgageaacctaatee | P1: W 2294/ 26S
12759-12627 | attgatggctatiigaaattcattgagtaatecctgttGAGTTATATAG | P2: ¥ 1671/ 26S
mpl-15 AACTTTCCAGTTTCATATCATTGA TI@#att

comCe5 781453 cttgtcctttttaatctggectgaattattttgattctacgeecttcaggaaggace | P1: W 689/18S
23191-23317 | BiBBRaattttgcctettacceceggtgt gatagtttgicagaateggteattgt | p2: ¥ 14/U1
pl-2 gtgcacga@@dctt

ComCe8 ACO087079 ccgcetcctatettggegcettccattggtgaatatggcetgtgtatgttataggaga | P1: ¥ 18/U6

(CeN9S) 11296-11158 g-gtgccttttggctttc atctecttcggtgtttgtcttgeatctcgaca | P2: ¥ 1411/18S
pl27A aatgtcatcctctgggticgagaldatt

ComCell 770684 atacgaggtccagagtcacctctgagaatatgtatctcttcggtgctaggatte | P2: ¥ 2558/26S
20611-20481 |ctc ga-attaggtactttatgcaaacagttcttgc gttatgctcatctgttt
rps-23 cacctccgtttctg.aaa

ComCel7 792834 ctcactttttaagctccgagacttgecgaagagacgaattttattgagagacceet | P2: W 130/26S
5011-5131 agt; tcccgcatttctaagtcaaagagegagtggtecteetgaatace
ps-26 cgtgtc@lagat

1.2 C. elegans H/ACA-Candidates in INTRONS of OTHER GENES THAN RPGs

name number | NCBI sequences predictet targets
of seq.
clones
Cel04.1 AL021481 ACGAACTCTTGAGTGCATTTTCGTGAAAATTTT |P1: ¥ 29/18S
16591-16456 | AAACGAAAATGTCATATTGAGTCATTCTGEGA | P2: ¥ 3427/26S
-ACTGGCCTTTACAAGGCGGGTACGCGTAA
Aﬂ TTTTGCGTTCCTCCGTCAGATGCGAGGCCT
TTT
Ce286 2 771262 ccccgetctatgtteetetccactttgttaattttctggaatggagattttataaga | P1: ¥ 26/U6
18360-18226 | gcgaa: gtcattageggtgetcatcttcgGTTAATTTTCT | p2: ¥ 22/ 5.8S
CGATATGGCTGATTGGATAATGACTEEHt
Ce356 1 749886 aaacgcacaatttaagaacttgtaatgtctgtgatttacaatataggetgaaaaa | P1: W 2367/26S
3858-3746 cgttetgttttgaagctagtactgtttatttgetgatggttttatgagtgteatagttg | P2: W 1357/18S
tgcgatat-agtaacgaatcgtttcaaagtATTTCGTAATCC
TAACACCACGCAAAGGTGCTGATCTCGATTTTT
AAACGGTTGTCAC ATT
ComCel3 Z71181 atatcctcgcttataagecgggggactagectttgetgagttcactagtaaaac | P1: W 580/18S
22197-22069 | gcgagg agagacatccagacaccgattatgttgtgatatattcggt | P2: ¥ 1266/18S
cacttcgtatgtccc.gttt
ComCel5 Z71181 ttagcatgtatttaatgcgggcaaattgttttaattcggccgtttagettgeatge | P1: W 1058/26S

20272-20138

g tatccattgaagaatttttagctgggtttctctcattttaaactcatgat
ctatcttttaagga atc

10




The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession number and coordinates are given in column two or three. Purple = box H and ACA,
Gray = antisense element Capital letters represent cDNA sequences. The additional sequences
completed by Wormbase or GenBank information are in lower case letters. Target sites are from
rRNA or U-RNA. Letters in bold in predicted targets indicate that the same sequence is targeted
by the C. briggsae snoRNA orthologs. RPGs = Ribosomal Protein Genes. Designations given in
parentheses refer to Deng et al. 2006.
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Table S4: Novel H/ACA box snoRNAs, group I for C. briggsae

Group I: novel C. briggsae H/ACA-candidates

I.1 C. briggsae H/ACA-candidates in INTRONS of Ribosomal Protein-Genes (RPGs)

name

Sanger

sequences

predictet targets

Ch352 CAAC01000118 | CATGCCACAATGTCTGGGCAAGGTGTCCTGCACCCG | P1: W 2295/26S
37316-37183 CTTGATCAACCTAATCCATTGATGGCTEIAMABMAAT | p2: ¥ 1672/26S
TCATTGATTAATCCCTGTCGAGTTGAATTAGAACTCT
TCAGTTTCATCTCATTGATHGETTT
comCb5 | CAAC01000027 |ACGGTCCTCGTTTTCTCTGCCTGATTCATTATCGCTT |P2: ¥ 14/U1
288580-288706 | CAAGCTTGAAATAGAGGACABIARGAACGTTTGCCT
CTTACCCCCGGTGTGATAATATGTCAGAATCGGTCA
TTGTGTGCAAGTEEBAAT
comCb8 | CAAC01000129 | TTCCTCCTATCTTGGCGCTTCCACTGGTGAATGTGGC | P1: W 18/U6
226919-227059 TGTGTATGTTATAGGAGAABBBGIAGTGTCTTCTGG | P2: W 1405/18S
ACTTTCGGATCTCCTTCGGTGTTTGTCTTGCATCTCG
ACAAATGTCATCCTCTGGGTTCGAGEE@MTTC
ComCb11 | CAAC01000013 | AAGCGAGGTCCAGAGTCACCTTTGAGAATAAGTGTC | P2: ¥ 2559/26S

60060-60190

TTTTTGGTGCTAGGATTACTCGA BARIABNA TTAGGG
ACTTTATGCAAGCAGCTGTTGCATTTTGCTCATCTGT

TTCACCTCCGTTTCTABGBATT

1.2 C. briggsae H/ACA-Candidates in INTRONS of OTHER GENES THAN RPGs

name

NCBI

sequences

predictet targets

Cb104.1

CAAC01000274
43115-42975

GACGAACTTGAAAACCTGGGCACTCTGGCTGA
AATTTTAAACCACAGTGCTCTAAAAGAGTCATT
CTABAGAGA TTCGGCCTTTCTAAGGCGGATTC
GTGTCAATTTTTTGCGTTTCCGTCGGATACGAG

GCCTHEATTT

P2: ¥ 469/18S

Cb286

CAAC01000112
64711-64851

CCCCGCTCTATGTTCCTCGCCACTCCGTTAAATT

ACAGGAGTGGGGATTTTATAAGAGCGAAAATHE
TCAGGTCATGAGCGGTGCTCATCTTCGG

TTAATTTTCACGATATGGCTGATTGGGTTATGA

CCE@GAATT

P1: ¥ 26/U6
P2: ¥ 22/5.8S

Cb356

CAAC01000012
3236947-3237153

AATGCACAATTTAAGAACTTGTAAAATTTGTTT
CTCATAGAAAGCATCTAGGGACGTTTTGTCTCG
ACATGTTTTCGTGTAGTAACTGATGATTTTATG
AGTGTCATAGTTGTGCTHGRIABA TTGAGGAGA
GAAGTGITCACTAGTTCAAACTTCCAACGCTAC
GCCTAAGCGCTGGGTTTGAATTACTTCTATCTT

CGCHEBATA

P1: 'V 2368/26S
P2: ¥ 518/18S

ComCb13

CAAC01000044
1358667-1358796

GTGTCCTCGCTTATAAGCCGGGGGACTAGCCGT
ATGCTATGTTCACTAGTAAAACGTGAGGA RAEH
BATAGAGACAACCAGACACCGTGCAAATTTTG

ATATGTTCGGTCACTATGTGTGTCCCHEBMATA

P1: ¥ 574/18S
P2: ¥ 1260/18S

12




The Sanger database accession number and coordinates are given in column two. Purple = box H
and ACA, Gray = antisense element. Target sites are from rRNAs or U-RNAs. Letters in bold in
predicted targets indicate that the same sequence is targeted by the C. elegans snoRNA orthologs.
RPGs = Ribosomal Protein Genes.
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Table S5: C/D box snoRNAs, independently confirmed by Deng et al. 2006 or
Wachi et al. 2004; group II for C. elegans

11.1 C. elegans C/D-candidates independently confirmed by Deng et al.2006 and Wachi et al. 2004 in
INTRONS OTHER THAN RPGs

name number | NCBI sequence predicted targets
of seq.
clones
Ce39 10 AC024830 CggctgtgaTGATTTCCTATTG | Gm2343/26S; guidebox D' (15nt)
(CeN121) 40097-40174 CCGTTTABCCGTETGAGG | Um2654/26S, guidebox D (10 nt)
AAAACCGTGCTTGATACA
ACTTGGABAAGGETGAGC
CG
Ce61 10 766519 gaatcggtgatGTGATATCCAG | Am1185/26S, guidebox D" (11nt)
(CeN118) 5571-5640 TTCHGCTAGTGAGTTATT | Gm2498/26S; guidebox D (10nt)
GTGAAGATTAACTTTCEC
CGTCTGAGATTc
Ce62 4 AL117204 aagtgctgtgaAGAGAACGTGC | Gm20/tRNAlle; guidebox D’(12nt)
(CeN9g) 217925-217834 | CACTGTACTTTGEBCCATE | Cm55/U6; guidebox D (10nt)
GGAAGGGCATTGAAATGG
AGATATACCTGGCACAGG
GEBCCATETGAGCActt
Ce63 2 U41108 CCAATGATGAGAGTTTGC | Cm982/18S; guidebox D’(12nt)
(CeN27) 18075-18140 GACTAGGECGGTETTACA | Am1060/26S; guidebox D (11nt)
CAATCATGGTGATTCTAG | Am31/tRNASer; guidebox D (9 nt)
BCATTETGATGG(TAC)
Ce75 3 U14635 gtcagtgacgat ATTACTTACCG | Gm2731/26S; guidebox D’(11nt)
(CeN63) 32685-32622 CCBCAGGEATAGTGTTTG | Am1205/26S; guidebox D (10nt)
TGATGATTGGTHTATTEG | Am730/18S; guidebox D (10nt)
GAGAC(TT)
Cell8 1 747811 aagcaaatgacgaaatcgcaccteggece | Gm272/26S; guidebox D’ (14nt)
(CeN24) 22777-22850 gactglaaccctgggggcgaaatGAG Am601/18S; guidebox D (15nt)
CTTTTHAACTCAGATGCT
T
Cel39 6 AF022977 gegeaatgaaTGTTTAACCATC | Am862/26S; guidebox D’(12nt)
(CeN109) 13406-13470 TTCGGETGAATCCATGA
TGCCAATTTTCAAAATACT
GAGCGC(A)
Cel60 2 729094 ggttggctgtgacgattactattcccaacge | Am3023/26S; guidebox D’(11nt)
(CeN30) 54636-54714 RteeaatgdAACCAAAGTGATTA | Gm2027/26S; guidebox D (12nt)
TTAACCAATCEBTTTTETG
AGCCAAtc
Celé61 1 749967 gaaaaagtgcgatgaatgaCTTGGA | Am423/18S; guidebox D’(13nt)
(CeN108) 6647-6566 TAAGTETCGGETGAAACT
TGGTGATGCCAACTTTTTA
AAACTGCTGAGCACTttttc

14




(98]

AC087079
25978-26054

Cel77
(CeN33)

(AGCCGGGATTCATAGGCT
)GGCGATGATTGAGATTGT
TCCCACACGCAATHRTCTC
ETGATCCACATGAAGGCT
AAACTTCCTTGEBACGTET
GAGCC(GO)

Am 75/18S; guidebox D’(9nt)
Cm400/18S; guidebox D (13nt)

772511
19566-19656

Ce209 |11
(CeN124)

gagcggt GATGAATGCACGTA
TTGCTCTGACACCTCTTAT
GTTAGCGGTAAATTTCCGT
GCCGCGATGAGTCCACTA
GEBATCTETGAGCTC

Cm111/U2; guidebox D (9nt)
Um2172/26S; guidebox D(9nt)

AF040659
16752-16687

Ce223 |2
(CeN60)

gecacgtgattTAGGTTTATTTG
CHACTCFTGATTAACTCTC

ATGATGACAAQ.AAGTAT

GATGGC(T)

Am 1514/268; guidebox D’(11nt)

746935
8872-8946

Ce239 |2
(CeN119)

Tgtcaatgatgtctaaaaaattactacgattt
aattcgaattgctgtGAGATCAATC
TTATACAATTCTGAGACA

781493
23484-23399

Ce245 |4
(CeN28)

cgtetggteaGGATGAAAACAG
GACAGGRTTCGETARAAT
ATTACCGAATGCCAATAT

GTCGAGACACCTTGECTG

TCTGAGGACG

Am774/26S; guidebox D’(9nt)
Cm2468/26S; guidebox D (10nt)

AC006651
16329-16403

Ce285 |2
(CeN106)

gatgatgatgaagaatttttgatatggtgtea
gilACCTCTGAGAGTTCCG

TGATGATGTTTAGHEGTTC

CTGAATC(TT)

Um927/26S; guidebox D’(9 nt)
Cm154/U2; guidebox D’(10nt)
Um239/18S, guidebox D (11nt)

—

749130
12059-12135

Ce325
(CeN120)

AagecgaTGATTACCAAAAA
TAACCAAATGETTGAGTG
ATTGTTTGTGATCGAATTT

TGTCACHATCGETGAGGC
T

Am3159/26S; guidebox D* (14 nt)
Am448/18S; guidebox D (Int)

(93]

AL023811
1145-1220

Ce372
(CeN123)

gatctatgatgaGACTTTCACGA
CGEBTICTTEEGATGTAATA
CATACCTGTGGATATCTTT
ACGTGAAGCTGAGATC

Cm3071/26S, guidebox D" (12 nt)

11.2 C. elegans C/D-candidates independently confirmed by Deng et al.2006 and Wachi et al. 2004 in

in INTERGENIC REGIONS

number | NCBI
of seq.

clones

name

sequence

predicted targets

AC024206
3722-3844

Ce81 26
(CeN117)

AGTTGATGAGAACTCTAAT
CCRTTCTETGAGCGAGAAG
GATGGCCGAAGCGGGTTCG
CATTTGAGGCATTAAGGTA
GACGACAGAGTTCTTCTGG
AAACTACTGCCTCGCGCTG
ACGTCATGCCTTCGCGGGCT
GAATTTHGGGTETGATCCTC

Um2417/26S; guidebox D’(10nt)
Gm1805/26S, guidebox D (9nt)
Am300/26S; guidebox D (9nt)

Ce83 6
(CeN57)

781581
20806-20876

tccacatgaTGATACAACCATAG
CATGAGCTGGCAGCAGTGA

TCGCTAAATGTCATAGHTA

CAGAGATGGG(T)

Am 2359/26S; guidebox D (11nt)
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Cel38a |10 768296 ctgtgtatgaCGACAACGTGTTA | Cm2440/26S; guidebox D’(10nt)
(CeN50- 4530-4458 G( QiACATCTGCACCAACCG Am2448/26S; guidebox D (10nt)
1) TGAAGATTTAACGAAAGHA
GTACTGACACAG(C)
Cel38b |1 U42830 ctgtgtatgacgaCAACATGTTAG | Cm2440/268S; guidebox D’(10nt)
(CeN50- 28111-28183 GGACATETGCACAAACCGT | Am2448/26S; guidebox D (10nt)
2) GAAGATTTAACGAAAGHAG
TACTGACACAG
Ce230 8 U29096 tgtecgttgatgacaaCATACATACA | Cm1502/26S; guidebox D’(13 nt)
(CeN15) 17604-17690 CCATTAC.ATCTCTGAAGA Um3441/16S; guidebox D (10 nt)
CTTCGTGCTGATCATGTATC
CATGCAACHECCAAGTGAGG
ACA
Ce243 3 U41992 aagcagtgatgattttatagftcagCttdtctt | Am872/26S; guidebox D’ (9nt)
(CeN111) 15703-15771 | CGGATTTGATGAGAAATTT | Gm963/26S; guidebox D (12nt)
CGCABCTATECAGAGCTT(T)
Ce246 1 781116 gtgcgegatgaacTCTTTACCATC | Gm860/26S; guidebox D’(13nt)
(CeN70) 7181-7110 TT !iGGGGCATAACACTCT Um17/tRNAlle; guidebox D (10nt)
TGATGATAACATACCCHTT | Um304/26S; guidebox D(9nt)
TGCTGAGCGC(T)
Ce252 2 U64858 TgggaatgatgacCTTCTGTGTAG | Am2429/26S; guidebox D' (11nt)
(CeN122) 19398-19473 GAABCTCARTGAGTGACTG | Um247/18S; guidebox D (10nt)
TGACATAAAAATGCAGTAA | Um668/18S; guidebox D (9nt)
lﬂCACTGacccca Um310/18S; guidebox D (9nt)
Ce271 6 748717 gacaatgataGGATAACCTAGHG | Um1298/18S; guidebox D’(10nt)
(CeN44) 2829-2759 TCTCTGAACCATTTCGTGTT | Gm66/US; guidebox D (9nt)
TGAACAATGCTC.TTGTCT Gm1313/26S; guidebox D (10nt)
GAGTC(AG)
Ce304 10 781143 gtgcaaggatgaAAAAGAACTCI Am395/26S; guidebox D’(10nt)
(CeN114) 22420-22359 | CTCACTGATAGATGATGTC | Um1981/26S; guidebox D (10nt)
TTCCTACETTATECAGAGCA
C(T)
Ce354 1 AC006654 ctgeggtgaCGATCAACTCTTAC | Gm1985/26S; guidebox D' (11nt)
(CeN14) 7239-7310 BrACTATGACAAAAACAAT | Um2841/26S; guidebox D (10nt)
GGTTAGACGTTACTCGTHEC
TGTCTGAGCAGT

The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession number and coordinates are given in column two or three. Gray = double stranded
region, yellow = C’ and C boxes, green = D’ and D boxes, red = the complementary nt at the
target site is methylated. Letters in parenthesis indicate that the cDNA is longer than the snoRNA
sequence. Bold and underlined letters indicate the antisense elements, italic letters indicate G-U
pairings corresponding to the target site. Capital letters represent cDNA sequences. The
additional sequences completed by Wormbase or GenBank information are in lower case letters.
Target sites are from rRNA, U-RNA or tRNA. Targets verified by the modification study of 26S
rRNA (Higa et al. 2002) are shown in red letters. Letters in bold in predicted targets indicate that
the same sequence is targeted by the C. briggsae snoRNA orthologs. RPGs = Ribosomal Protein

Genes. Designations given in parentheses refer to Deng et al. 2006.
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Table S6: C/D box snoRNAs, whose othologs in C.elegans have been
independently confirmed by Deng et al. 2006 or Wachi et al. 2004; group II for C.

briggsae

11.1 C. briggsae C/D-candidates whose othologs in C.elegans have been independently confirmed by

Deng et al.2006 and Wachi et al. 2004 in INTRONS OTHER THAN RPGs

name Sanger sequence predicted targets
Cb39 CAAC01000067 | GGCTGTGATGATTTCCTACTTGCC | Gm2344/26S; guidebox D (15nt)
730855-730933 GTTTABCCGTETGAGGAAAACCG
TGCTTGACGATTTTGGAAAATTAG
GCTGAGCC
Cb61 CAACO01000012 | ATCGGTGATGTGATATCCAGTTC | Am1185/26S, guidebox D' (11nt)
2466799-2466864 IGCTACTGAAGCGTTGTGAAGAT Gm2499/26S; guidebox D (10nt)
TAACTTTCBCCGTETGAGAT
Cb62 CAAC01000004 | TATGCTATGAAGATAGTGTGCCA | Am770/18S, guidebox D’(9nt)
400480-400568 CTGCACTTATICCATCGGAGGAA Cm55/U6; guidebox D (10nt)
TTTGAAATGGAGAAATTCTAGGC
ACAGGGECCATETGAGCATA
Cb63 CAACO01000054 | CTATGATGAGAGTTTGCGACTAG | Cm974/18S, guidebox D’(11nt)
685073-685009 GEBCGGTEATACATAATCATGGTG | Am1060/26S guidebox D (11nt)
ATTCTAGICATTCTGATGG Am31/tRNASer; guidebox D (9nt)
Cb75 CAAC01000062 | GTCAGTGAAGATAATACTTACCG | Gm2732/26S; guidebox D’(11nt)
91988-92051 CCBCAGGEATAATGTTTGTGATG | Am1205/26S; guidebox D (10nt)
ATTGGTITATTCCGAGAC Am724/18S, guidebox D (10nt)
Cb118 | CAAC01000005 |AGACAAATGAAGAAATTGCACCT |Gm272/26S; guidebox D (14nt)
984668-984741 CGGCCCGACTCBAACCETGEGGG | Am595/18S; guidebox D (9nt)
CGAAATGAGCTITT IAACTCAGAT
GTCT
Cb139 | CAAC01000008 | CTTGCGTGCGCGATGAAGGTTTA |Am862/26S, guidebox D’(12nt)
264346-264426 ACCATCTHTCGGETGACGAAACG
ACTGATGCTAGCATTTTCTATACT
GAGCGCGTAGG
Cb160 | CAAC01000045 |TTGGCTGTGAAGATCACTATTCCC | Am3024/26S; guidebox D’(11nt)
1007383-1007309 | AACGCTHGGARTGAAAATTACTG | Gm2028/26S; guidebox D (12nt)
ATTATAATCCAATCEBTTTTETGA
GCCAA
Cb161 CAACO01000005 | AAATGTGCAATGACTGACTTGGA | Am416/18S; cguidebox D’(13nt)
255907-255825 TAAGTHTCGGETGAAACGTCACA | Uml19/U4; guidebox D (10nt)
CTTGATGCCAACTTTTAAG AITTT
GCTGAGCACATTT
Cb177 |CAACO01000129 | GGCGATGATTGAGAGATTCCCAC |Am75/18S; guidebox D’( 9nt)
214794-214719 ACGCAATITCTACTGATCCGCAT Cm394/18S; guidebox D (13nt)
GAAGGTTAAACTTCCTTGEACG
TCTGAGCC
Cb209 |CAAC01000141 | AGAGCGGTGATGAATGCACGTAT |Um259/26S; guidebox D (10nt,)

769783-769871

TGCTCTGACACCTCTTATGTTAGC

Um2397/26S; guidebox D (9nt)
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GGTAAATTTCCGTGCCGCGATGA
GTCCAATTG._ATCTCTGAGCTCT

Cb223 CAAC01000107 GCCATATGATTTAGGTTTATTTG | Am1515/26S; guidebox D’(11nt)
39897-39959 ABACTCETGATGAATCATGATGA
CAGAAATGTATGATGGC
Cb239 |CAACO01000012 |TGTCAATGATGTCCTAATCTACGA | Am491/26S; guidebox D*(10nt)
2984890-2984823 | TTTAATHCGAATTGATGTGAGAT | Am758/26S; guidebox D*(9nt)
GAATCACTGAAAACTGAGACA
Cb245 |CAACO01000115 |CGTCTGGTGAGGATAGAAAAAGG |Gm3364/26S; guidebox D’(9nt)
854445-854531 ACAGQITTCGCTAAAATACTAGC Cm2469/16S; guidebox D (10nt)
CGAACGCCAACATGTAGAGACAC
CTTG.CTGTCTGAGGACG
Cb285 CAAC01000133 GACGGTGATGAAGAATTTTATTG | Cm9274/26S, guidebox D’(9nt)
8586-8663 ATATGGTGTCAGBACCTETGAGA | Cm154/U2; guidebox D’(10nt)
GTTCCGTGACTGAGGATTAQ.GT Um3384/26S; guidebox D (10nt)
TCCTGAGTC Um?2525/26S; guidebox D (10nt)
Um386/268S; guidebox D (9nt)
Um905/26S; guidebox D (9nt)
Cb325 |CAAC01000012 |AGGCCGATGATTACCAAAATATA |Am3160/26S; guidebox D' (14nt)
2717553-2717628 | AC CAAATGITTGAGTGATTGTTT Am442/18S; guidebox D (9nt)
GTGAGCATTTGTCACHATCGETG
AGGTCTT
Cb372 CAACO01000141 | GATCGATGATGAGACTTTCACGA | Cm3072/26S, guidebox D'(12 nt)

1446841-1446917

CGETCTTEEGATGAAATATCAAA
GCTGTGGATATCTTTACGTGAAGC
TGAGATC

11.2 C. briggsae C/D-candidates whose othologs in C.elegans have been independently confirmed by

Deng et al.2006 and Wachi et al. 2004 in in INTERGENIC REGIONS

name Sanger sequence predicted targets
Cb81 CAACO01000016 | AGAGGAGTTGATGAGAACTCTAAT | Um2418/26S; guidebox D"(10nt)
1102272-1102429 CC.TTCTCTGAGCGAGAAGGATGG Gm1806/26S, guidebox D (9nt)
CCAAAGCGGGTTCGCATTGAAGGC | Am300/26S; guidebox D (9nt)
TTAAGGTAGACGAAAGAGTTCTTCT
GACGACTACTGCCTTGCGCTGAAG
CCATGCCTTCGCGGGCTGAATTTHG
GGTCTGATCCTCT
Cb83 CAACO01000016 | TCCATGTGATGATAAAACTATAGC |Cml562/18S; guidebox D’(9nt)
2019786-2019856 .TGAGCTGGCAGCAGTGATCGCTA Am2360/26S, guidebox D (11nt)
AATGTCATAGHTACACTGATGGG
Cb138a | CAAC01000068 |CTGTGTATGACGATAATATGTTAG |Cm2441/26S; guidebox D’(10nt)
5095118-5095045 gi.ACATCTGCATTCATTTGTGATGA Am2449/26S; guidebox D’(9nt)
TTTAACGATAGHAGTAGTGACACA
G
Cb230 |CAAC01000069 |TGTCCTGTGATGACAACATACATAC |Cm1503; guidebox D’(13nt)
837614-837700 ACCATTACBATCTETGAAGACTTC | Um3442/16S; guidebox D (10nt)
GTGCTGATCATGTATCCATGCAAC
BCCAACTGAGGGCA
Cb243 |CAAC01000028 |AAGCCATGATGATTTTATAGHTCA | Am872/26S; guidebox D’(9nt)
746138-746206 GCTAATCTACGGATTTGATGATAAA | Gm963/26S; guidebox D (12nt)
TTTCGCCHCTATEAGAGCTT
Cb246 |CAAC01000140 |GCGCGGTGAATTCATTACCATCTT |Gm860/26S; guidebox D’(13nt)

279342-279411

TEGGGGEATATCAATCCTGATGAT

Um1076/18S; guidebox D (9nt)
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AACATAACC.TATGCTGAGCGC

Cb252 | CAAC01000054 |TGGGAATGATGACTTTCTGTTGTAG | Am2430/26S; guidebox D"(11nt)
806865-806941 GAAICTCAATGAGCGACTGTGATA
TAAAAATGCAGTAATCTCACTGAC
CCCA
Cb271 CAAC01000006 | GACCATGATAGGATAACCTAGHEGT | Um1292/18S; guidebox D’(10nt)
1386652-1386582 | CTETGAACCATTTCGTGTTTGCACA | Am712/26S, guidebox D (10nt)
AACAATGCTCHTTGTETGAGTC
Cb304 Megablast(traces): GTGCAAGGATGAAAAGAACTCICT Am395 /26S; guidebox D’(10nt)
58349734 CACTGATAGATGATGTCTTCCTAC | Um1982/26S; guidebox D(10nt)
1bb07g02.g1 B1TATCAGAGCAC
595-535
Cb354 |CAAC01000009 |ACTGCTGTGACGATAATCCTTACH |Gm1986/26S; guidebox D'(11nt)

150398-150326

TACTATGACAAAAACAATGGTTAG
ACGTTACTCGTRCTGTETGAGCAG
T

Um2842/26S; guidebox D (10nt)

The Sanger database accession number and coordinates are given in column two. Gray = double

stranded region, yellow = C” and C boxes, green = D’ and D boxes, red = the complement nt at

the target site is methylated. Bold and underlined letters indicate the antisense elements, italic

letters indicate G-U pairings corresponding to the target site. Target sites are from rRNA, U-RNA

or tRNA. Letters in bold in predicted targets indicate that the same sequence is targeted by the C.

elegans orthologs. RPG = Ribosomal Protein Gene.

Table S7: H/ACA box snoRNAs, independently confirmed by Deng et al. 2006 or

Wachi et al. 2004; group II for C. elegans

11.1 C. elegans H/ACA-candidates independently confirmed by Deng et al.2006 and Wachi et al.

2004 in INTRONS OF RPGs

name number | NCBI sequence predictet targets
of seq.
clones
Cel70 5 U00036 acagcatcgaaaatggacGACTTTCCCGATGGATCGTT | P2: ¥ 1156/18S
(CeN126) 11553-11684 | TCGTATAATTTTGGTGCAAABIAGIAGAGAGA
rpl-6- CGCAGTGTTACTCTTCCTTACGTTACCTGTATC
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TGGAGAGTGTCAAGCGTTTCCCRGATTT

Cel75 768315 ctgtttccattaagtaGTCCCGTACGTTGAAATTTTCACG | P1: ¥ 2417/26S
(CeN93) 14113-14246 | TACGGTTTGGACAATATGGAGEBBBGAATGTT |p2: W 2483/26S
pl-26 ACTCTTTTTGCAATGACGCTGAAACATATTTTC
GCTTTGTTAGCCATAAGTTTAAARGHEATT
Cel82 Uo0067 gttccacttatttttcaacgtcgecggttctagaatcgatgtgaccccaataage
(CeN99) 26061-26191 | togHBAMAAsttettactctgecacacgtgtactggtatcat GCTGTAT
rps-12 GTGTTCCAAAGAttttacaﬁatt
Cel92 u00036 aaacgaggtccagagtCACCTTTTCAGCAAAATGCAGT | P2: ¥ 2558/26S
(CeR-4; 11144-11276 | TAGGGTGCTAGGATTTCTCG AATTG
CeN100) pl-6 GTCGTATTATGCAAGTAGGGCTTGCTTTTGCGC
TCCCCGACTTCACCTCATTCCCAARGMtt
Ce210 AC006729 tcgacatgtgact AGCGATCCTCTTCGGGGTTGATTGC
(CeN96) 13571-13352 | TTTTCTTAGTGGAGCATCGGGGGCTTTCTGTAA
AGTTGACTCCGATCCACCTTGTCGTRIAGEAAC
AGTCTGTGTGGCCCTCTACCGCTATTTGAGATG
CCCGGGCTGGATTGCATATTCCTTATCCTTCCG
TAGATCCTATGGGTCCGTGACGGTTAGGACAA
ACCATGCAAATTERGBAAAT
Ce236 U80953 gaatgcagatgtccal TACGAAAAGGCTCTTTACCTTT | P2: W 2977/26S
(CeR-6; 5475-5603 TGACGTTTAGttaaatttgci@algaattgatgtctcgaagacatgt
CeN90) ps-29 gettcatattttgatgctcatgticaagatcagcaag@daac
Ce248 U88168 gttgectcagtgtetgggcaa AGCAGACTGTTTTTAATAGT | P1: W 2294 / 26S
(CeN84) 12429-12300 | ACTGACTTAATCCACTGATGGC TRIAGARAAA
rpl-15 CATTGTGTAATCCCCGAACACCTTGTGGTGTAT
TGGATTCATGACATTGTGEGBATT
Ce280 U41534 tacgctcttcaaaagcactggttatcggactcagacttgtecatgecageegte | P1: W 2098/26S
(CeR-8, 6548-6414 aaaatgagca-aatatcctgtttttgggtgaggtgtaactgtatttagatt P2: ¥ 3035/26S
CeN82) rpsl3 agatctcaataacacgat ott
Ce283 U00036 getttttgcattgaaaagggacgggctatctttatggattgtttcgtataattttga | P1: W 1523/ 18S
(CeN79) 11930-12065 | tecolBataatagagaGGCGCACTGTTACTCTTCATCAC | P2: P 1156/ 18S
pl-6 TTTTTCTGTGAACGGAGAGTGTCAAGCGCTTCC
CE@BATT
Ce345 U00067 atcttgcacctaccaattatatcggaagaTTTTGAAGTCATAGT
(CeN92) 25691 -25825 | TTTCCTATCGTAGTGTGCA BIARABA CCGTTCT
rps-12 ACTGCCACACGGGTACTGGCCTTGAAGCTGTA
TCGGTTCCAAAGTTGTTCGABGBATT
comCe6 AF003139 aatgctcttcaaaagcactggttttaggatccactattatccaageccagecgte | P2: ¥ 3035/26S
(CeR-3, 3611-3745 aaaactgagc attatcttgtttttgggtgaggtgtattcaattcagaat
CeN87) pl-7 gegteteaataacacgatglegatt
comCe7 AF003151 ttagcatgctgttagagcttgtaaggtatatgtgattttacgagtgttgaagtatt | P1: ¥ 2237/26S
(CeN78) 28272-28431 | gc aaggacgggcacaattgccatgtgttggtattattgcttcaagtt | P2: ¥ 2484/26S
pl-24.1 atttgaagctgtaatatcaataagcatgtctcgtgtgaagtccg.att
comCe9 ACO087079 atttctctcgtcttggegcttccactggtgaatgtegttgotgtatgttacgagaga | P1: ¥ 18/U6
(CeN88) 10925-10785 | ¢ gcgectaacggcetttcggatetectteggtgtttgtettgaatttcga | p2: ¥ 1411/18S
rpl-27A caaatgtcatcctctgggttcga; att
comCel2 U80953 tgagcagatgtccattacgcgaatgectgtgcttttcgacgtttagtttagtctg | P2: ¥ 2977/26S
(CeN110) 5818-5944 caag-tt atgtctcgaagacaggtacatcagcttttagagttectgtte
ps-29 aagatcagcaaiaac

11.2 C. elegans H/ACA-candidates independently confirmed by Deng et al.2006 and Wachi et al.

2004 in INTRONS OTHER THAN RPGs
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name number | NCBI sequences predictet targets
of seq.
clones

Ce23 26 768160 ccegegectagaaac TCAGCGGTGTTTTGTCTTTATGA | P1: W 6/U4

(CeN55) 8479 -8607 | TCATGAGCTGGTAGCAGGTGCABIABIGATTC | P2: ¥ 2519/26S
GGAGTCTTACCGGCGTCCACCTTCTGAAGGGT
GTGCGTTAAAAGTTCATCCGARGEATT

Ce25 8 U29380 aatgcacacagaaaGTCGAGATTGCCGGCTTCAAAGG |P1: ¥ 2401/26S

(CeN438) 25865 -25740 | CTTTATCGTTGATTACGTGTGCTRIABRGAACGC |P1: ¥ 127/18S
CATAGGTATCATTCTTCGTCTTCTTAGGCGCGG
AACATCTAAATATGGCTRGBTTT

Ce36 1 768297 acgaCTGCAACCTGCTTTCGGAACTTTACCGTCT |P1: ¥iOhOO

(CeN46) 6183-6302 | GCGGTACTTGTAGTGCTEEABGAGCGTGGGCC |P2: ¥ (0
ATCCGTGTGCGTGTAATTTAATTGAACTAGCAC | pa2: Wi J01(10)
TCCGTTGGTCACCGGEIBATT ’

Ced8 14 U28940 actgcgtctctccaaccCGGACAACTCGCAACTTGTTGC

(CeN58) 16314-16453 | AATGGTCAGTTCGACTGTTAGAGACGCTAAAT
ABGARARTTGGCGGATTCGCTAACGTCGCGTC
%ATGACCGGAGTTTGAAAGTAGGCCGCTGAI

ATT

Ce57 29 783217 ttatggcggaTAGGAACCAGGTCATGTTTGTACGTG | P1: W 2992/26S

(CeN39) 38440-38308 | ATTTGGGCCGACATCCCCGCCGRBBAGTCCT
GCGAAGATCTAAGGTCGCTTCTGGATGGATTT
GCCACCGGGTGCACACCATCTTCGTGCEEBATT

CeS8 3 U40800 gectgeaactattca AGAGATTTGCCTCCCGTGGGGCA | P1: ¥ 499/18S

(CeN86) 21389-21266 | CGCCTTTTTITCGTTGCGAABIARAACATGTCCT
TTATTCCCGCTCCTGGATTGTGTTTCTTGCGCG
ATGATATGGCTATGEGBATT

Celdl 7 735663 tacgcgtcattttcatccaattggc AACGTGATTCTAATGTTG ¥ 1198/26S

(CeN38) 12289-12152 | GCGATTCAGCGTATTTCTGACGCARBBIIGATA | P2: ¥ 230/18S
ACTTCTCCATTGACGTCTAGTCAGACTAAACTG
GCTCGGATACAATTAGGGAGTTTRGBCTT

Cel49 4 AL032637 ccacccacggcaaCAAATTCCAATTGTGTGTAACATT | P2:W 940/26S

(CeN125) 46348-46211 | CAATGCAATTGAGCCGACGCCGTGGGERBTGA
CTTTCGTGGAACCATTTGATCCCACGCTCGTTA
CTGTTAATGATTGTGGTTTGCACGTGGTTTERGH
ATT

Cel62 3 AF000263 gtgceeggtetttgecccggatcaactttaatagttatgacggtttecgactcg | P1: W 1996/26S

(CeN43) 5550-5521 GG GATTCTTGCATAACGACGGAAATT |P2: ¥ 1667/18S
TCAGAGTTTGTTCTGAATGTCTCCAGTCGATGT
GCAATERGAATT

Celé66 1 774028 aaagcagtegttcaGTGGCGCAAGCGATTTTCCCATGC | P1: W 3220/26S

(CeN126) 8885-8755 | GCTTGTGCCTAATCTTTGACTGCGAGEIARAAA | p2. ¥ 2828/26S
TGTCAGAGTCAAGCGGTCCGCTATCTGTGTAGC
ATTCTGTTCAAGATTTGACTGEIMTTT

Ce222 1 Z71181 gtaacctctcttataagecgggggactageattttgttaagttcactagtaaaat | P1: W 580/18S

(CeN101) 21221-21092 | gagagg agagacaaccagacacCGAGAATGTTTTG | P2: W 1266/18S
ATGTTTTCGGTCACTTTGTGTGTCCCHEMAAT

Ce244 279754 tttccacacteettaagct AGTTTGACTGTGATTGTGCATT | P1: W 2369/26S

(CeN83) 35280-35505 | TTAGATCGCTTCATGAGTTCGCTGCGTTTTGCT
GTGAATTCATTGTTGCCCTAATTTGTATAGTCA
TGGGTGTCAAATTGGCGAGTTACGTGTGGTEA
BEGGATGACGATCAAATTTTGTTCTGTGAACTT
TGCCGTAGATGTGATGCTGTTTGTTTATAGATT
GATAATGATTGTCGARGEATT

Ce273 3 749886 aacgcacaacttaagaacttgcGAAATCTACACATTCTTGG | P1: W 2367/26S

(CeN85) 1728-1511 | CTCTTCTTAGCTGCGTTTTGCAGTTCAGATTCT | P2: W 1422/26S
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GCCAAGTTTTGTGTTCATGGTTACGCGAGTGTC
ATATTTGTGCTERATNARARARTCGTCTCACAGT
AAATTATAATAGTTAGAGTATCTAAAGTCGCG
CTAAGGCCCCGATATTCTATTTTTCCTGGTGTG
AACGATGHGHTTT

P2: ¥ 1392/18S

Ce309 4 792817 geatgcaccttgcact CTACGCCTTTCCTTTCAATGGGT | P2: W 513/18S

(CeR-9; 26676-26814 | TGGTATGATTTAATAAGGATGCANGAGASESEC

CeN41) 222aaGTTCGAAGACTTGCGGATTTGCTTCCACG
GCTCCGCGAGTTCATAACTGTCACCHEBATT

Ce323 1 772507 tgtcgaagagtAGTCATTTGTATACGTGATACACTTA | P1: W 2361/26S

(CeN81) 33208-33334 | TACAGAGTTACACTTTTCGTERIAMABRGTGCTTC |Pp2: W 1443/18S
TTCTCGTTGGAGTTGTTTATTTAATGAGCAATT | p2: ¥ 55/5S
ACCTCTAAACTGAAAGCABGEATT

Ce375 1 U53336 atatctcctgcctctcacggtttcatctgtgagaagcttcaaagaactgca- P2: ¥ 69/ U6

(CeN94) 25600-25725 | BlgtetagetcgagatgegtGTGCCGGTTTGCTTTTAATGC
AATATGGTTCCTTTTCTCCTCGGGEREAGTT

ComCel4 Z71181 atggcatgtatttaatgcgggtggatgattttagttcagcegtttagettgcatge | P1: ¥ 1058/26S

(CeR-7) 20712-20577 tittctattgaagattttattcgctgcactcggteatattcgagtetatga | P2: W 3217/26S
titttctgaaattgg tlRttt P2: ¥ 1718/188S

ComCe22 U53336 ctgcaatgttctcagtgceateetttggttctccgagecgaaagaagteactage | P2: W 69/U6

(CeN104) 7829-7959 tgaaaaagagtttatactctgatcacacagtaacattgc. gcttagete

gagatgcgtgtgccgttctgcttttaatgcgatctggttccttttctcctcggg.
Batt

11.3 C. elegans H/ACA-candidates independently confirmed by Deng et al.2006 and Wachi et al.

2004 in in INTERGENIC REGIONS

name number | NCBI sequence predictet targets
of seq.
clones
Ce27 18 AL132949 | caccgcctct CTACCAAACACTTGCAAGTTCTGTTTA
(CeN49) 214880- TTGCAAGTGCATGGAAGAGGCGAATRGARAA
214746 GGAATGATGTCCACTCCTTCGATTATCGTTCAT

TGGATTGCGGGCACTTTACCTCGTTCGBGBRTTT

Ce87 2 747811 2cgtgagtaCTGGCTGTTTGTGTCTCCGCCATTGCC

(CeN51) 6577-6711 | AATCAGCTGTCATTAACCACGCAATEGGGIAC
AGAGGTGCTAAATTACCGTGAAAACCACTTTA
AAAATTGGTCACTCGGAGGAGGCACCTCARGH
TTT

Cel05 6 749969 aacgcacgettaTTTCGCGCCGCAAGTTTTGCAATGA | P1: W 1435/18S

(CeN66) 14476-14605 | CGATGTGGCTAAAGTGTAGTGCABIBBGAGCT | P2: W 1361/26S
CGCTCACGGCGTTGCGGACCATAGTCTGAACA
CGGTTCGCGTTTATGTGAGTGA. ATT

Cel76 5 Z11126 atatcgctctecagetccatGCCGATGTAAAAAAGTCAGT | P1: W 3056/26S

(CeN36-1) 13110-13240 | GTGGCGTTTTCATGAGCGGEBBIIATCACTGTT
CCAAAAAACAATTGCTAGTCTCCTGTGAGCTA
ATGATCACCTGATGGTTCAGEGBCTT

BlCel76 779602 atatcgctctccagetccatgcagacgtgaaaaagtcggtgtggegttttcatg | P1: W 3056/26S

(CeN36-2) 7829-7959 agegg cattgttccaaaaaacaattgctagtctectgtgagetaatg

atcacctgatggttcaa.ctt
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The number of clones describes their representation in the cDNA library. The NCBI GenBank
accession numbers and coordinates are given in column three. Purple = box H and ACA, Gray =
antisense element. Capital letters represent ¢cDNA sequences. The additional sequences
completed by Wormbase or GenBank information are in lower case letters. Target sites are from
rRNAs. Letters in bold in predicted targets indicate that the same sequence is targeted by the C.
briggsae snoRNA orthologs. Designations in parenthesis denote the nomenclature of Wachi et al.
(2004). RPGs = Ribosomal Protein Genes. Designations given in parentheses refer to Deng et al.

2006 (“CeN”) or Wachi et al. 2004 (“CeR”).

Table S8: H/ACA box snoRNAs, independently confirmed by Deng et al. 2006 or
Wachi et al. 2004; group II for C. briggsae

I1.1 C. briggsae H/ACA-candidates independently confirmed by Deng et al.2006 and Wachi et al.
2004 in INTRONS OF RPGs

name SANGER sequence predictet targets
Cb170 CAAC01000078 | AAATTTGCATCGAAAAGGGACGGGGTTTCCTACTG | P1: W 1517/18S
622936-623070 | GATTGTTCCGTATAATTTTGGTGCGEBBGEATAGAG | P2: W 1150/18S
AGCCGCAGTGTTACTCTTCATCACAGATTTTGTGAA
CGGAGAGTGTCAAGCGGTTCCCHRE@ATTC
Cb175 CAAC01000005 | CTTCCCATTCAGTAGTCCCGGACGAATTAGAATTTA |P1: W 2418/26S
191849-191717 | GCGTACGGTTTGGACATAATGGGCEABBIGGACTTT | p2: ¥ 2484/26S
ACTCTTTTTGCAGCGAAGTTGATCCTTATGATCTCTT
TGCTAGCCATAAGTTTAATHEGEATG
Cb182 CAAC01000041 |GTTCCACTTGTTATCTAGAAATCATAAGTTGTAGTT
151470-151599 | ACTTTGTGATACAAATAGGTGGTEIABBGATTGTTC
CTCTGCCACACGTGTACTGGCTTTATGCTGTATGAG
TTCCAAAGATCTACGABNGBATT
Cb192 CAAC01000078 | ATACGAGGTCCAGAGTCACCTTTTTGGATATAATTA | P2: W 2559/26S
622532-622666 | CTAATTCGGTGCTTGGATAACTCGABBEIAAAATTG
GTCGTATTATGCAAGTAGGGCTTGCTTCTGCGCTCC
CCTCCTTCACCTCATTCCCATREGATTC
Ch210 CAAC01000009 | TCTACACGTGATTAGCGGTCCTCTTCGGGGTTGACT
565206-564987 | GCTTCTCATTGTGGAGCATCGAGGGCTTTCTATTAA
GTTGACCTTGGTCCACCGTGTCGTERIAGOAACAGTC
TGTGTGGCCCTCTAATGCTACTTGAGATGCCCGGGC
TGAATTGCATATTCCTTATCCTTCCGTAGATCCGAC
G-GATCAATGACGGTTAGGACAAACCATGCAAATT.
ATA
Ch248 CAAC01000118 | TATGCCACAGTGTCTGGGCAAAGTAGGCTGTTTTTA |P1: W 2295/26S
36984-36854 ATAGTACTAACTTAATCCACTGATGGCTRIAGGAAA
GCATTGTGTAATCCCCGAACACCTCTGTGGTGTATT
GGATTCATGACATTGCGHEEGEATT
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Ch280 CAAC01000101 | TATGCTCTTTAAAAGCACTGGTTATAGGACTCTGAC |P2: W 3036/26S
188656-188522 | TTGTCCATGCCAGCCGTCAAAATGAGCTATEIAGAR
TATCTTGTTTTIGGGTGAGGTGTAATTGTATTTAGAT
TAGATCTCAATAACACGATGEGBATT
Ch283 CAAC01000078 | TAGTGCATCAGAAAGGGACGGGGTTTCCAGTTGGA | P1: ¥ 1517/18S
623323-623455 | TTGATCCGTATAATTTTGATGCGRBBGEATAGAGAG | P2: ¥ 1150/18S
GTGCAGTGTTACTCTTCATCACGGATTTTGTGAACG
GAGAGTGTCAAGCGCTTCCCHRE@BATT
Ch345 CAAC01000041 | TCAGCACATAAATACGGAGAATTTCGAAGTCGATA
151102-151228 | TTTTCTAGTCGTAGTGTGCGEMBIAMA CCGTTCTAC
TGCCACACGGGTACTGGCCTTGAAGCTGTATCGGTT
CCAAAGTTGTTCGABGEATT
comCb6 | CAAC01000016 | GTTGCTCTTCAAAAGCACTGGTTTTAGGATCCATTA |P2: ¥ 3036/ 26S
1050031- TTATCCAAGCCAGCCGTTAAAACTGAGCT
1050165 AAAATCTTGTTTTTGGGTGAGGTGTATTCAAGTCAG
AATGGATCTCAATAACACGATGEGBATT
comCb7 |CAACO01000129 |TAGTGCATGCTATTAGAACTCGTAAGAAACTTCGTA |P1: ¥ 2238/26S
1369405- ATCTTACGAGTGTCGAAGATATGCABBBIAAAAAG | P2: W 1578/26S
1369566 CATGGGCACAAGTATCATGTGTTGGTATCATTGTTT
CAAGTTATTTGTTGCTATGGTATCGATAAGCATGCT
ACGTGTGAAGTGCGEEBATT
comCbh9  |CAAC01000129 | TTATCTCTCGTCTTGGCGCTTCCACTGGTGAATGTG |P1: ¥ 18/U6
227294-227435 | GTTGTGTATGTTACGAGAGGABBBGIAGTGTCTTTT | P2: W W 1405/18S
AGACTTTCGGATCTCCTTCGGTGTTTGCCTTGAATTT
CGGCAAATGTCATCCTCTGGGTTCGAGEEBMATT
comCb12 |CAAC0100006 |CACGCAGGTGTCCATTACGCGAAGACCAGTGTCTTA |P2: ¥ 2978/26S
849609-849735 | CGACGTTTAGTTTAGCTTGCABGEIABMAACTGACAT
CTCGAAGACAGGAGTATCGTTTCGTAGAGCTACTGT
TCAAGATTGGCAGEB@ACTT

11.2 C. briggsae H/ACA-candidates independently confirmed by Deng et al.2006 and Wachi et al.

2004 in INTRONS OTHER THAN RPGs

name

NCBI

sequences

predictet targets

Cb23

CAAC01000124
375013-375142

GCCGCGCCTTTGAAACTCAGCGGTGTTTTGTAT
TAATGATCATTAGCTGGTAGCAGGTGCEBIAGC
GTTTCGGAGTCTTACCGGCGTTCACCTTCCAAA
GGGTGTGCGTTAAAAGTTCATCCGARGBAGTT

P2: ¥ 2520/26S

Cb25

CAAC01000012
72878-72753

TCCGCACGCTGAAAGTCGAGTGAGCCTGCTCCA
AAGGCTCTTTCGTTGATTATGTGTGCCRGARGA
ACGCCATAGGTATCATTCTTCGTCTTCTTAGGC
GCGGAACATCTAAATATGGCTERGBGTT

P1: ¥ 339/26S
P1: ¥ 1145/18S

Cb36

CAAC01000028
1870686-1870805

ACGACTGCAACCTGCTTTCGATACATTATCGTC
TGCGGTACTTGTAGTGCTREBBGBRATGTGGGCC
CTCCGTGTGCGTGTGAACTAATTGAACTAGCAC
TCCGTTGGTCACCGA TC

P1: ¥ 107600
P2: ¥ 338/18S
P2: ¥ 683/26S

Cb48

CAAC01000012
1315842-1315982

CCCGCGTCTCTCCAACCCGGACAACTCGCAACA
TGTTGCAATGGTCTGTTCGACTGTTAGAGACGC
TEGARABGAAAATTGGTGGATTCGCTAACACCG
CCGTCCTATGACCGGAGTTTGATAGTAGGCCGC

TGABGBCTT

Cb57

CAAC01000028

ATAGGCGGATAGGAACCAGGTCATGTTTGTATG

P1: ¥ 2993/26S
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1543885-1544016

TGATTTGGGCCGACATCCCCGCCGRRRGARATT
CGTGAAGATCTAAGGTCGCTTCTGGATGGATTT
GCCACCGGGTGCACACCATCTTCATGTREGBATT

Cbs8

CAAC01000118
97064-97188

TTGGCAGCGTTGTTTGAGAGTTTACTCCCGTGA
GGAAGCATCTATTTATCGCTGCGRGRIABAATA
TGTCCTTTATTCCCGCTCCTGAATTTTGTTTCTT

GCGCGATGATGCGGCCATGHEGMATT

PL:Y 0000
Pl: ¥ 98/5.8S
P2: ¥ 112/18S

Cb141

CAAC01000088
233028-233168

TACGCGTCTTTTCATCCAATTGTCAATGTGTAAT
CCAATGTTGATGATTCAGCGAATTCATTCAGAC
GC CAACTTCTCCATTGACATCTAGT

CAGACTAAACTGGCTTGGATACAATTAGGAAGT
TTEEATTT

P1:
P2:

¥ 1198/26S
W 225/18S

Cb149

CAAC01000027
731351-731491

CCACCCAAGGCAACAAATTCCAATCGTGTGATC

TTCTCGCAACACGATTGAGCCGACGCCTTGGGH
TTGTCTTTGACCATTTGATCCCACTCTCG

CTACTCAATTGGTGATTGTGGTITTGCACATGGT

CCH@ACTT

P2:'¥ 940/26S

Cb162

CAAC01000061
336194-336066

CAGCCCGGTCTTTGCCCCGGATCAACTTGAATA
GTTATGACGGTTTCCGACCAGGGERRRMAGATT
CTTGTACGTAGAGGTGATTTCAGACTACGTTCC
GAATGTCTCTTGTCTACGTACAATEGETTT

P1: ¥ 1197/26S
P2: ¥ 3294/26S

Cb166

CAAC01000014
1758124-1757993

AAAGCAGTCGTTCAGTGACGCAAGCGATTTTTC
AATGCGTTTGTGCCTAATCTTTGACTGCARGAG
BATCATTGTCATAGTCAAGCGGTCCGCTATCTG
TGTAGCATTCTGTTCAAGATTTGACTTRGETTT

P1: ¥ 3221/26S
P2: ¥ 2829/26S

Cbh222

CAAC01000044
1357791-1357661

TTTTACCTCACTTATAAGCCGGGGGACTAGCTT
TATGTTGTGTTCACTAGTAAAATGTGAGGTEGH
BIATAGAGACAGCCAGACACCGAGAATGTTTT
GATGTTTTCGGTCACTTTGTGTGTCCCAGATTT

P1:
P2:

W 574/18S
¥ 1261/18S

Cb273

CAAC01000012
3239154-3239367

AAATGCACAAATTAAGAACTTGCACAGTCGGCT
TTCTCATTTTTATCTCTTGGCTGTGTTTTGCAGT
CGCGTTTAAAATGAGCTCAGCTATTGATCATGC
GAGTGTCATATTTATGCGEGRGIATGTTCGTCT
ATGCATTTCTGTCGTAGTGAGGAATTCCGAAGC
CACGCTACGGCTCTGAATATCTCATAATGTTCA
TAAACGAAABGETTT

P1:
P2:

¥ 2368/26S
Y 1191/18S

Cb309

CAAC01000140
21346-21480

ACAGCACCTTCACTCTTCTATCATTCCTGTGTGA

ATGCCTAGATTTATTAAGGATGCAAGAGEGER

BAACGGGAAGTTCGAAGACTTGCGGCAAGTTT

iTCACGACTCCGCGAGTTCAAAACTATCACC-
TTT

P1: ¥ 726/18S
P2: ¥ 2978/26S

Cb323

CAAC01000141
42923-43049

AACCGAAGAGTAGTCATTTGTATATGTTTCTTA
TATGTACAGAGTTACACTCTTCGABIARGAGTG
CTTCTTCTCGTTGGAGTTGTTTGATTTATGAGCA
ATTACCTCTATTCTGAAAGCABGBATT

P1:
P2:

W 2362/26S
W 2422/26S

Cb375

CAAC01000364
4400-4545

TGTGCAGTTTCTCTCATGGTTTTCGACTGCTGAC
CGTAAATTTTCCGGTCAGAGGTCGTTAGAGAAC
TGCTEIAIABGCCTAGCTCGAGATGCGTGTGCT
GGTTTGCTTCCAATGCGAACTGGTTCCTTTTCTC
CTCGG TT

P1:
P2:

W2245/(1010
¥ 69/UC

ComCb14

CAAC01000044
1357274-1357141

TAGGCATGTATTTAATGCGGGTGAATGACGTTA
ATTTGGCCGTTTAGCTTGCATGCGEBBRRGATTC

TCCATCGAAGAATACATTCGCTGAGCTCTGTTC
AAAGAATTCATGATTTTTCTGAAATGGAABGAT
TT

P1:
P2:
P2:

W 1058/26S
Y 1979/268
Y 1705/268
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11.3 C. briggsae H/ACA-candidates whose othologs in C.elegans have been independently confirmed
by Deng et al.2006 and Wachi et al. 2004 in in INTERGENIC REGIONS

name | NCBI sequence predictet targets

Cb27 |CAAC01000085 |CTCCGCCTCTCTACCAAACACTCGTAAGTACTATTTAT
33096-33230 TGCGAGTGCATGGAAGAGGCGAATRGAGABCGGAAC
GTTGTCCACCCCTTCAATCATCATCAAATTGGATTGCG
GGCACTTTACCACGGTCGEGATTT

Ch87 [CAAC01000064 | gcgtgagtACTGGCTGTTTGTGTCTCCATCCATTGCCAATC
21658-21521 AGCTGTCATTAACCACGCAAGACTGTAACGGAGTGCT
BARTIACCGTGTGAATACCATAACAAAGATTGGTCAC
TCGGAGGAGGCGCTTCCHEGRTTT

Cb105 | CAAC01000005 | GTAGCACTCATATTTCGCGCCGCCCGTTTTGCAATGA |Pl1: ¥ 2154/26S
281980-282108 | CGACGTGGCTAGAGTGAAGTGCABIARBGACTCGCCC | P2: ¥ 1361/26S
TGGCGTTGCAGACCACAGATTGAAAATGGTTCGCGTT
TATAGGGGTGTTRGBATT

Cb176 | CAAC01000030 | CCATCGCTCTCCAGCTCCATGCAGACGTAAGAAAGTC |P1: ¥ 3057/26S
316415-316547 | AGTGTGGCGTTTTCATGAGCGGERBBIGIACACTGTT
CCATAAAACAATTGTTACACTCTTTATGAGAGAACGA
TCACCTAATGGTTCAABGETTT

The Sanger database accession number and coordinates are given in column two. Purple = box H
and ACA, Gray = antisense element. Target sites are from rRNAs or U-RNAs. Letters in bold in
predicted targets indicate that the same sequence is targeted by the C. elegans snoRNA orthologs.
RPGs = Ribosomal Protein Genes.

Table S9: Additionally found C/D-box snoRNAs by Wachi et al. 2004 and Deng et
al. 2006, group III for C.elegans

II1.1 In INTRONS OTHER THAN RPGs

[ name |NCBI [ sequence
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CeRS AB125754 teeccgtgattacaaacattgetgaaacctgeccacccgaaagettcgagattggegtgggogccgatcgaggaaaagetg
(CeN56) | AY948634 acaacggtgggaaccatgatacagattatgagagatgaggga

CeR19 AB125759 gacaggatgatgagtcactcgetgagtgacaataagccgagtgttageggtttttatgtaatcgtgatgatcattcectcaaaa
(CeN69) | AY948700 gegataattgtgaactgactgte

CeN54 AY948689 gtttgtgatgactgcatacggatcactgggctetgaatctctatgaaccgataatatccgttetgata

CeN62 AY948695 gtgcgatgaaggttaatgataagtttcggetgactcaaattgatgacacctttaatatgetgageact

CeN89 AY948711 gegegatgaggattgataacacatacacacactgigaagttatgtgaagagataattgaagaacggatatgtgagege

CeN103 | AY948605 taccccatgatgtatcaatttagctaattgtgagctacttcgetctcgagattttgtcttgaagtgtgagtegtattgaacgaacttt
gtcgaagetgatctgagggag

CeN113 | AY948654 tggcetaatgatgttctctgcgaaatacacaacttactacaaagtgatcttatttgaattgagggttactgtagetactactgtaget
accgtaatcctcacagtgtgaacttaaattaaagactgaagett

II1.2 In INTERGENIC REGIONS

name NCBI sequence

CeN13 AY948665 agtcaatgatgttttttcaagacgggaccgactggtgaatgatgcataaatgaaatgetgagact

CeN22 AY948615 attgcagaccggtgatgaaactgttctaggaagtgccgtettagaaacaatgattatgaattggacgetgaggtca

CeNS3 AY948688 tggcaatgatcgaattatcattgagccaatccttttctgdattctgtgaggatgtaaatgataggtetgageca

CeN65 AY948697 aagcgatgacgattgatatctgetctaatgagtetgaattaccatgttgagatcttgtetgaget

The NCBI GenBank accession number is given in column two. Gray = double stranded region,

yellow = C” and C boxes, green = D’ and D boxes. RPGs = Ribosomal Protein Genes.

Table S10: Additionally found C/D-box snoRNAs by Deng et al. 2006 for
C.briggsae (found by our group)

111 In INTRONS OTHER THAN RPGs

name SANGER sequence
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CbRS5 CAAC01000078 | CCGTATGATTACAAACTTCGCTGATACCTGCCCACCCGAAAGCTCAGAG
1552097-1552220 | ACTAGGAGTGGGGTCCCGGTTGAGGACGGCGCTGACAACGGTGGGAAC
CATGATACAGATTATGAGAGATGATGG
CbR19 CAAC01000044 | GACAGGATGATGAGTCACTCGCTGAGTGACAATAAGECCGAGTGTTAGC
1766662-1766767 | GGTTTTTCACAACCGTGATGATCATTCCCTCAAAAGCGATACATGTGGT
CTGACTGTC
CbN54 CAAC01000059 | GGGTTTGTGATGACTGCATACGGATCACTGGGCTCTGAATATTCATGAA
790768-790840 | ACGATAATATCCGTTCTGATACCC
CbN62 CAAC01000053 | GTGCGATGAATGTATTGGATAAGTTTCGGECTGATTCATAATTGATGTCA
160526-160456 | ACTTTATAACTTGCTGAGCAC
CbN89 CAAC01000042 | CGCGATGAGGAAATTCATCACACACACACTCCGAATTTTCGTGTAGAGA
298981-299054 | ATTATTAAGAACGGATATCTGAGCG
CbN103 | CAAC01000016 |TCCCCATGATGTCAAAACTTAGCTAATTGTGAGTCGTCTAATATTCTAA
614549-614435 | AAAGCATTGCCTTGTTTGGAATTTAGCTGATACTGAACTAATATTCGTC
GAAGCTGATCTGAGGGA

I11.2 In INTERGENIC REGIONS

name SANGER sequence

CbN13 CAAC01000056 |AGTCTATGATGTTTTTTCAAGACGGGACCGACTTGTGAATGATGCATAA
269674-269738 | CAGAATTGCTGAGACT

CbNS3 CAAC01000016 | TGGCAATGATTGAATTATCATTGAGCCAATCCTTTTCTGAACTCCATGA
1481948-1482021 | GGATGGAAATGATAGGTCTGAGCCA

CbN65 CAAC01000016 | AGCGATGACGAATGATATCTGCTCTAATGAGTCTGAATCCCCATGTTGA

1385750-1385813

GATCTTATCTGAGCT

The Sanger database accession number and coordinates are given in column two. Gray = double
stranded region, yellow = C* and C boxes, green = D’ and D boxes. RPG = Ribosomal Protein

Gene.

Table S11: Additionally found H/ACA-box snoRNAs by Deng et al. 2006; group
111 for C.elegans
L1 In INTRONS OTHER THAN RPGs

name NCBI sequence

CeN45 AY948682 gtggggcacagagttgcagttgattgaaactaaatcatgtgcgctaagttgtcccg-tctttggatttctacaaaacagt
gttccttctttaggatgctgatccgtagagatctga.aat

CeN59 AY948692 cacggccagtttgagttgattcgetctttc gcaatagagctttgagtcaaattactgtccgtagagatgaagctcattt
ggagcaataacaattgttgaagctccgaaaatgatgctcttccc.att

CeN91 AY948713 caaccactattcaagttaatcttatgaaaattattgataagatgattatagaactgtg acgcgaagcgaattataaaa
gcagagtgttactttccaaaaatgtttttttaatgaaatttttg gtcttagacactcag%
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CeN97 AY948592 ttccactgcgaagtcagcagactagtcaatcgattagtaggegttacagtggtggaatatcaagatttatgtacaccgtetttge
ttgaaacagtttttgtttttgctttgticggaacgtttttcatgggactgagagttggaaatttagcactggtegtttacagggttgtc
ctgcagtcaattctaagttaccttagtttatgtccc.cat

CeN102 | AY948646 tatccatgtttactactacttttcatctctttttcactgaaatgtcgagtatttttgcgatgcatggt_aggtgaccag
gtttcttttcaattttcccccataattgaagagttacaatgecatct, agg

CeN105 | AY948648 gattgtcgtgaatcttgatcggcgtgtttattttacccgcgttgattgtaaaggccgacat-aaatttgacattaatgctgg
aagtttctgaaatagttccatttttcttccaattatttcaaatgtca: aac

CeN127 | AY948595 ccgaagtgcgatatccagacagaactttaagagtactgcttggactgagtttactaacttcga-aatagttgatcgataa
ccggaatatactcaaaaaaaaaggtgtgctccggacaaaaatcaacta.aaa

II1.2 In INTERGENIC REGIONS

name NCBI sequence

CeN67 AY 948698 gcccccattatctttccatcaaatgatttaggacgtcattgatggcttagaatgggga-atcggtagaatgtgatttgtg
agttgttcactgacacgtggcaactcgtattcgetacttcctagattt
gtgccggatttaaacacttctgagttgctcacatgctcagaagaacaaggttcgga-gtgatcatttgatgtgctgaact
ccaaagagtcaaaactgagttggtgatcgt.ttt

CeNo68 AY 948699

The NCBI GenBank accession number is given in column two. Purple = box H and ACA: RPGs

= Ribosomal Protein Genes.

Table S12: Additionally found H/ACA snoRNAs by Deng et al. 2006; group 111
for C.briggsae (found by our group)

HL1 In INTRONS OTHER THAN RPGs
[ name | SANGER | sequence
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CbN45 | CAAC01000079 | GGGGGGCACAGAGTTGCAAGTGATTGAAACTAAATCATCTGCGCTAAG

104179-104305 | TTGTCCCGAAATGGTGTTTCGGATTTTAAGABBABGATGCTTGCTTCAT
GAAGTGTCGTTGATATCTATTCGABGEMATT

CbN59 [CAAC01000016 |CCACGGGCAGTTTGAGTTGATTCGCTCTTTATTGATGGAGCTTGGGTCA

2251938-2251797 | AATTACTGTCCGA BBBIGA TAGAGAAGAAGATCTAATCAATTTGAATT

GTCTTCCTTATGAAGATGATTTATCAATAGTCTCTTCCCR@BCTT
CbN91 [CAAC01000001 |CATTTTTCGTCGATTTCTAAGTGGAAAATAAAGAAGCGAAGCGAAAAA

123111-122972 | BEBGEAGAGTGTTACTTTCCAGAATTTCCCCCCTTTTCAATGGAATTCCT

GGTCTTAGACACTCGGEGATTT
CbN97 [CAAC01000141 |CACTGCGAAGTCAGCAGGCTAATCATCCGGTTAGCAGGCGTTACAGTG

42139-42351 GTGAAATAGCAAGAAATTTGCATCCCGTTATTTGCTTGAGACAGTTTTT
GTTTCTGCTCTTTTCGGCGCGTTTTTCATGGGACTGAGAGTTGGAGATTA
AGCACTGTTCGTTTACAGGATCTTCCTGATGTCAATCCTTAGTCACCTTA
GTTTATGTCCCACE@BGTC

CbN102 |CAAC01000033 | Not orthologous locus!

393866-394008 | AAACCATGTTTACTACTACTTGTCACCTCTCCCCTTGAGATTTCGAGTAT
TTTTGCGATGCATGGABBBBGAAATTTCAAAAAATCTGACCAGGTTTCT
TTCTAACCCTTATAGCTAGAAAGTTACAATGTTAGTTGEGBATT

CbN105 |CAAC01000088 |GATTGTCGTGAATCTTGGTCGATGGGCTTATTTTACCCCCATTGATTGTA

165697-165545 | AAGGCCGACATEIBGGRGTTTCGACGGTTACTTACAGGAACAGCCTGA
ﬁATTTTGATTTTTGAAGGTTTTTTCTGTAAGCTTGTAATTGCTGTCGAI
TTA

CbN127 |CAAC01000045 | CCGAAGTGCGATATCCAGTCATTGAATTCATTTTAATGTTTGGCGTGTT
1575251-1575389 | GTTTTTTTATTACTTCGAAGBGRGAA TAGCTGTACGATAACCAAAACAG
CTCCCTATCGGGTTGCTTGGGACAAAAATCAGCTGEGEACC
1I1.2 In INTERGENIC REGIONS
name SANGER sequence
CbN67 | CAAC01000088 | CAATCCCATTATCTTTCCATCAGCCGATTTTGAAGTCACTGATGGCTTAG

1694553-1694683

AATGGGEGBIATTGTCAGGTCGAATCTGATAAATGATTCATAAGCCCTA
GTTTGTTGCATCATTTCATTCTACCGEGBAAC

The Sanger database accession number is given in column two. Purple = box H and ACA: RPGs

= Ribosomal Protein Genes.

Table S13: Full-length novel spliceosomal paralogs, group I for C. elegans

Group I: novel spliceosomal isoforms for C.elegans

1.1 Novel C. elegans isoforms of U4 and U5 in INTRONS

name

number
of seq.

NCBI

sequence
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clones

Cel3 20 US | AF003148 aactctggttCCTCTGCATTTAACCGTGAAAATCTTTCGC

(CeN3-1) 24895-25016 | CTTTTACTAAAGATTTCCGTGCAAAGGAGCATACAT
TGAGTATTACTTAGAATTTTTGGAGCCTTCTCGAAA
GAGCAAGGCA

Cell9c 1 us [Z70270 aactctggttcctctgceatttaaccgtgaaaatct TTCGCCTTTTACTAAA

(CeN3-4) 5918-5797 GATTTCCGTGCAAAGGAGCATACATTGAGTATTATA
TATAATTTTTGGAGTCCCCTTGAGAAAGCGGGACa

Ce307b |7 U4 | AF022972 ctttgegetgggGCGATAACGTGACCAATGAGGCTTTGCC

(CeN2-2) 10802-10661 | GAGGTGCGTTTATTGCTGGTTGAAAACTTTTCCCAA

TTGCCCGCGATGACCTCTGAAACATGGGTGCCATAC
GCAATTTTTGAACGCCTCTAGGAGGCAGaa

1.II Novel C. elegans isoforms of Ul in INTERGENIC REGIONS

name number NCBI sequence
of seq.
clones
Cellg 9 Ul | U14635 aaacttacctggctgggggctattttgegatcaagaaggcagaatccecatggtgag
(CeN1-7) 20452-20616 | gectaccCATTGCACTTTTGGGCGGGCTGACCTGTGTG
GCAGTCTCGAGTTGAGATTCGCCAACAGCTTAATTT
TTGCGTATCGGGGCTGCGTACGCGCGGCCCTGAa
Cellh 7 Ul | U64837 aaacttacctggcetgggggttatct TCGCGATCATGAAGGCGGGAT
(CeN1-4) 27738-27902 | CCCCATGGTGAGGCCTATCCATTGCACTTTTGGATG

GGCTGACCTGTGTGGCAGTCTCGAGTTGAGATTCGC
CAACAGCTTAATTTTTGCGTATCGGGGCTGCGTGCG
CGCGGCCCTGAa

L.III Novel C. elegans isoforms of U6 found by blast search

name NCBI sequence
BICe378 | U6 |U53333 tttcttccgagaacatatactaaaattggaacaatatagagaagattagcatggcecctgegcaaggat
1100-1201 gacacgcaaattcgtgaagcgttccaaattttt

Splicing of mRNA is mediated by small nuclear RNAs (snRNAs) and associated proteins.
Altogether, we extracted 20 expressed snRNAs and localized them on the nematode genome.
Previously, Thomas et al. (1990) described 21 C. elegans spliccosomal RNA genes after
screening a genomic library with known snRNA DNA probes. We verified 15 of these in our
c¢DNA clones and identified 6 novel candidates (see above). The number of clones describes their
frequency in the sequenced cDNAs. The NCBI GenBank accession numbers and coordinates are
given in column four (U6). Capital letters represent cDNA sequences that were completed by
Wormbase or GenBank information (lower case letters). Capital letters represent cDNA

sequences. The additional sequences completed by Wormbase or GenBank information are in
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lower case letters. However, the 6 novel candidates of spliccosomal RNAs were also sequenced

by Deng et al. 2006, but categorized as known and not recognized as novel isoforms.

Literature
Thomas, J., Lea, K., Zucker-Aprison, E., and Blumenthal, T. 1990. The spliceosomal snRNAs of
Caenorhabditis elegans. Nucleic Acids Res. 18: 2633-2642.
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Table S14: Transposable elements (TE), group I for C.elegans

name number | NCBI sequence
of seq.
clones
Cel57 2 U50068 Gtaagtgaactgaaattgagaattttaattttaaaccgggggcagatagctcagtcggtagtggtggcc
37825-37971 gctagcagtetggaggtcacgagttcaagtccggectecaceccctaggttcacccagectetattggg
SINE CELE45 | aagtggAGCAATCCACGACTGGATTATCGGCCACAGTCCCCGGC
TAGGACGTGGCTTAAATTACAGCCCAGAGGGATCACCACCAG
GCAGTGTACCTGAATCCCAGATCCGCAGTGCATAGCACTTGA
AGAACGGATCGTCCTTTAATCCTTTaatcctttaaaacttttagg™
Ce268 1 AF067215 Acacaaacctagacacacgcgcaattcattgcattcagtttagagacagcttctccegeaatcgatttta
25851-25898 tatatattccattagtaactcatacttccggggggtgcatggCTCAGTGCCTATGCGCGC
SINE CELE 45 | TGCTTGCAATCACAAGGTCACAAGTTCGACccccaccccectaggtectte
cagccttaaatgggaattcagtgttcgttccactgtettataatataatcaaagggttaaaccagge™
Ce293 2 AF025465 gcacagttatttttttgcacaatccgatttgtctgaaaacacccgatttcaagatgaaacttctggaaaactt
3346-3405 ctcaaaaaaatatatggtggctcaaaaaatgcectaaaattttaaattttatcaaattttaggteattttttga
PALTTAAI1_C | gccgctataacttgttttctagaagttttCAAGAAGTTTCATTAGGAAATTGGGT
E PIGGYBAC |GTATTCAGACATTTTAAGTCTGATAAAGCAATGAaaaatttcggcaat
accacctttaatatattaataggcagtctccgttttgaacagtctttcgeattttttatcaaaaactataacca
aaccacaacaatatttgagtttacaatttaacaccgaaacacattatcatttcgcca

The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession number and coordinates are given in column three. Sequences in blue letters delineate
the corresponding transposed elements.

Transposed elements: The C. elegans cDNA library contains three RNAs (Cel57,
Ce268, Ce293) that exhibit similarity to C. elegans transposable elements. cDNA clones Cel57
and Ce268 represent 48 and 147 nt fragments of the CELE45 consensus sequence (265 nt full-
length). Northern blot hybridization revealed the 265 nt full-length form only. There are several
hundred copies of CELE 45 in the C. elegans genome. Their lengths vary from 24-265 nt. The

high sequence similarity (97%) indicates a recent activity of these elements that are related to

represents a 59 nt fragment of a putative nonautonomous
PALTTAAI1 CE that is probably piggyBac-related [DNA transposon]. The 100 C. elegans
PALTTAA1 CE 90% the

DNA-transposon termed

copies are at least identical to consensus sequence

cDNA-library of small RNAs. The presence of retroposed elements in the cDNA library supports

the idea that those elements are still active.
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Table S15: miRNA, group I for C.elegans

name |number | NCBI sequence
of seq.
clones
Ce228 |3 793375 aacctagtggcaggcgaaacccgeaaggtgtcggecgeacgtctacectecectttataacgaccgte

13351-13068

ggttttgaacgtactcggeggtgetegtacgt ATTTCGGTCTAGATTGATCTCGCT
ATAAAATAGTTGACGAACTTTAGATTGAATCAAACCATGACG
AGGACCGGGAGCTCCCGTTCGGCTCGTGATGATGCCACGGTC
CTAGAGCTCCCTCGATCAGAGGTTTCCCACTGACTGGCTATCC
GGTGGATAGATTCATCCAGTCCTGGTGGGTTCTGTCACGTTAC
AGGCCTCACTCCCCCTAGGTTAGACAAATTCAAAATTATCTG
AGCACCGCCGATGTGAGCTCCGCTTGTTAGGAGTTGTCAAAA
Tttttttgecgtgtattatttgaggaagtaageatgaaacattaccaaagaaaaatttccgggagtcaaat
cgttttaattattttgaaaaaaaactttc

The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank

accession number and coordinates are given in column three.

the cDNA library was constructed, we did not expect to find any mature miRNAs. We identified
a cDNA clone (Ce228) that encodes an RNA ~280 nt in length, which would make it possibly the
longest precursor form. In addition, RNA blots detected a 60 nt RNA species, possibly a fold-
back hairpin precursor. A specific sequence region of Ce228 (underlined) exhibits all

characteristics of a miRNA (Ambros et al., 2003). We could not detect phylogenetic

microRNAs in C. elegans: Due to the size selection of the RNA (70-600 nt) from which

conservation, for example in C. briggsae or any invertebrate or vertebrate genome.

Literature

Ambros, V., Bartel, B., Bartel, D.P., Burge, C.B., Carrington, J.C., Chen, X., Dreyfuss, G.,
Eddy, S.R., Griffiths-Jones, S., Marshall, M., Matzke, M., Ruvkun, G., and Tuschl, T.
2003. A uniform system for microRNA annotation. RNA 9: 277-279.
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Table S16: Other ncRNAs, group I in C. elegans

name number | NCBI sequence
of seq.
clones
Cel06 1 AF164959 tggattgagcaaaccaatgaaccttcacaacttgccgtccatcttaattaaatatgttttccaaaaagattcaa
23496-23531 | accttgatatcctctcagagecgtcaAAATGGTCATAAATGTTCATCGCGACAC
CCGCGTA Attcaaatgtaacttttggatattagtcatgttgctacaaataggaatcaccactacaacat
cagctattcacatcctttagtcatttagtttagcccccat
Cel50 1 783128 caaccaccgccattcctcgaaaaatgtcggecgectgtcagaaagtgtgtatatatacccceegacgeaa
3895-3952 cacaattccgaccaccggtceggagtttgt GGGTTACCAAAATTGTCATTTGAAT
CCCCCCATAGACATCCCTTGACCGGGGGTTTTTgcaatttcatttatttttcct
gaaaagttgatatttccagtctttttagtgttcccaagtatttcgaaacatgtgttctatagaaaatcgattatga
288
Ce296 1 U37548 ttattcccectetecacccettttcaagtttttgattctattgtgaccagtttaacatgttcgeccattgagtactgea
42383-42367 | acaattttggatgtagttagctt GACCTTTGGAACAAAGTattctatgaccttaaaagcetge
caaggcaaaatacctaagaatttgcaagatttcattggatatcacaaggtttgagaaagcgccatttttatgt
gtta
Ce342 2 AF024498 *gtacagtcgactttccgtcatttttcaaaagtttttgaaggegectgaaaggeaggcattetttgttgtatet
18777-18793 | atATGGACCTAGGACAACTatctccagctctctcgattcactagttttatatactttccag®
Ce376 1 U58732 *aataatttcttttcccaacttctatcatctacaagatgtgattgtaattaattaatatattgtactagagtagga
1891-1867 |aCATTTGTACTCTCTTCATTTGAAAACacattgctttacactttacactgtttctattt
gtgattttttgccgatgtacaatttgaaaataaacgactacttgatggtgactgctgecgataaagac
Ce377 1 AL024499 ctetgatcctagttgtetctcgetacatttcegttacttttcgaccatattactctcteectetgeacatactcttt

12164-12206

gacgggttgetgecteatttctct ATCTCTCTCCATCTCTCTTCTTCCAAGAAG
AAGATCACAATGAaaagtagaaaaatgataaagtatggaaaaagttaagaatatttttcatttg
agtatttatgtgaatcctgtaaatttgattttgaaaatttgctcccccc

The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession number and coordinates are given in column three. For these cDNAs we could not find
characteristics to categorize them. All sequences are extended by 100 nt in both directions (lower

case) or to the end of the intron (asterisk). The numbers in parenthesis (129) and (220) in column

four designate two of three different paralogs (bold) found in the sequenced cDNAs.
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Table S17: Other ncRNAs, group I in C. briggsae

name Sanger sequence

Cb106 CAACO01000060 | gttattccaaatgttgtgattgtcetgtgaggttttttttgagtataatttcctagatttgttttgaaatcatctgtatttttcca
1060262-1060227 | tctcagagecgtcaAAATGGTCATAAATGTTCATCGCGACACCCGCGAAActe
aaatgtaacttatcgatattagttttgtcgcctattttttaagcagtcactccecactcactgageagctttaatccatte
gtcaacatcagagagg

Cb296 CAAC01000078 cccgtttttctcaagtttttattctattgtgaccegtttcacatgttcgttcattcaaaaagttgcaacaattttcgtattcec
1654694-1654678 | atgctgtagtgagtttGACCTTTGGGTCTAAA Aattctatggtcccgacaaaaattgtgggtgaaaa
gagatttaaaaaccttcaaatttttactggtatcgaaataaagcaggaaagctaccaaaaaaaatt

Cb376 CAACO01000068 | aaactgtcccatcttcgtatctaaatcacaccaataacctttttgtatgtaccccacacactttgtgtgtttgt
1780028-1780003 | aattaatttatgatctagtttcagaaCATTTGTACTGTACCCTTTTTTCTAAtcgaaaac
aactaaaaacatacactgtttctatttttaccctttttttgatgtacacactactgtttgaaaaaatgaagaaa
ataaaacaaaataattgaa

The Sanger database accession number and coordinates are given in column two. All sequences
are extended by 100 nt in both directions (lower cases). Letters in upper case correspond to the

orthologous cDNAs in C. elegans (library sequences).

Table S18: Other ncRNAs, additionally confirmed by Deng et al. 2006; group II in

C. elegans
name number | NCBI sequence
of seq.
clones
Cela 13 779754 gceggceactcacgtecaacttggaagegageggaaceegtgatgtgtecggecgecgegetetgteace
(CeN26-4) 31359-31536 | tcgaagaccagcgctgctttcatcgagaccat ACTATACAGAATCATTTCTGCAGT
(intergenic ATGTATCTCGTAATTCCCATCAAATTGGTAGAGATGCCAACTG
region) CGATGAAAGGGAGACGGGCAGGTCGCGAGCGTGAAGCAGTCC
TCTAATGACTTGATGACCGCACGGAGCCAATGAATTTTGGAGC
CGTAGTGGCCTGCTCTTCTGAGCAGTtataaatgtgtcacaaattagaataatata
ctaaatcacaaaacaaaaacttggataataaacatgaattgaagagtttctatataattgttccgaactt
Celb 33 AL117206 ccactcacgtccaacttggaaacgageggaaccegtagtgtgtcggecgeegegttecttctectegac
(CeN26-5) 8781-8608 ggccagcegcetgctatcatcgagaccatactaTACAGAATCATTTCTGCAGTATGT
(intergenic ATCTCGTAATTCCCATCATATTGGTAGAGATGCCAACTGCGAT
region) GAAAGGGAGACGGGCAGGCCGCGAGCGTGAAACAGTCCTTTG
AGGACTTGATGACCGCATGGAGCCAATGAATTTTGGAGCCGTA
GTGGCCTGCTCTTCTGAGCAGTtataaatctgagattttctataataacatgattgttttg
aaggagattttgtaatggttgatgaatttaacgagaatactgaatattctcaaaaacagca
Celc 33 779600 cccecgtacacaaacaatcgtetcaggeggaaccegtgatgtgteggecgeecgegeteagtcaccteg
(CeN26-1) 12224-12052 | aagaccagcggttctttcatcgagaccatactaTACAGAATCATTTCTGCAGTATG
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(Intron)

TATCTCGTAATTCCCATCAAATTGGTAGAGATGCCAACTGCGA
TGAAAGGGAGACGGGCAGGCCGCGAGCGTGAAGCAGTCCTTT
AGGGCTTGATGACCGCACGGAGCCAATGAATTTTGGAGCCGTA
GTGGCCTGCTCTTCTGAGCAGTtgtaaacttgtgctaaaaatgctaaatattctcatag
caaaaccttgaataacaaacatgaatagcttttatctagaatacacaattgttcggaactacg

CeSa 43 7275549 tgtetgtgectacacttaggatgetgaatgactgaaccegegaggtgteggetgtegtgtacacactagee
(CeN26-2) 31244-31421 | ccgecagceactetgegtacatcgagaccal ACTATACAGAATCATTTCTGCAGT
(Intron) ATGTATCTCGTAATTCCCATCAAATTGGTAGAGATGCCATCCG
CGATGAGTGGGAGACGGGCGAGCCGCGAGCGTGAAACAGTTC
TTCGGAACTTGATGACCGCACGGAGCCGATGAATTTTGGAGCC
GTAGTGGCTTGCTCTTCTGAGCGGA tataatcgaacaaggtttcaatctgatgttttt
ttaaacgtttttttaatgcatttgcgggtagtggattttataattgaattacattaaaaattgcgag
CeSb 9 774034 acttacacactaggcagtgaccggcggaactcgetaggtgtcggeggttgtgtacacactaaccecttca
(CeN26-3) 2259-2089 geacaccgctttcattgagaccatactataCAGAATCATTTCTGCAGTATGTATTT
CGTAATTCCCATCAAATTGGTAGAGATTCCATCCGCAATGAGT
GGGAGACGGGCGAGCCGCGAGCGTGAAACAGTTCTTCGGAAC
TTGATGACCGCACGGAGCCGATGAATTTTGGAGCCGTAGTGGC
TTGCTCTTCTGAGCGGAtaataatttatttgcagtggcataaattgaaacatgtgaatgaca
cttccaaagttaattcgtttcaagtattctt™
Ce9a 30 U46674 ggcacacacaaaacttagttgacggcggaacctgaagagtgtcggecgegecgttttgttgectcagea
(CeN21-1) 10045-9934 | cactttcaccctttctccagtettcagtatgGGTCAATCTCTGATCTGCAACTGAAT
(intergenic ATGATGAGTTCGGGCGATGATCTTCTGTGATTACATCGCACGG
region) CGAGGTGGGAACGCAATACCCGCCTGCCAGCCCGATTCTGAAC
caagttgcctagaaatattttggaaacataagactcttttagagttatttatatgaattacatcttgttgtgttcaa
tttgatgtgtttgttcattaaag
Ce9b 8 AF038623 acgtacacaaaggaaggtggcgegeggaactegeattgtgteggetgeggggtttacactggtcatcta
(CeN21-2) 4988-4878 ctgeggtggaaaactttagtcttcagtatggGTCAATCTCTGATCTGCAACTGAAT
(intergenic ATGATGAGTTCGGGCGATGATCTTTTGTGATTAAATCGCACGG
region) CGAGATGGGAACGCAATACCCGTCTGGCAGCCCGATTCTGAAC
cagtttttgaaggcacgtaaagtgatttgagtgaaggggaataagaagagatatttttagagtcaacagatt
cgctttgtgtgagctctcacttttcata
Ce26 6 U28943 acaacaatagtgacaggcgaaaccctcaaagtgtctgecgeatcaaagegggtgtatatataaacaaga
(CeN34) 13315-13488 | ggagaagagggagaaggccgeatgacggcaaGGCGAGTACTCGCAGCCACGAA
(Intron) ACGTTCCCTGTTGAGCGCGCTAACTGTGAGCGAAAGTCCCTGG
ACCACTGGCAGAAAGTGTCACCCTCTAGGTTGGGTACTCTTTG
GAGTTTTAGTCATAGCACAGAGACGCTCCTTAGAACAGCATAG
GGCCTACTCTGATCGTCATGCTTTTgcaacattttgaaagtcgacaggaaacggt
getctgtgaaccataaaatatgttatttcctctatcaaagagecctttgacacttatgetcacgacatgt
Cel29/220 | 1 Ce-220: actttaaaacgttccgaacgctatttggagttgcaaatggtctatgtccaaataaatttgtggaaattgegaa
Cel29= 1 7279603 atacttcataacagaaccagaggttgcgcaattgcacgaaaaatgtctgecgectgactetectteggt
(CeN74-2) 14756-14820 | atataaacagcctacaatcacctaccegtgteteggtceggcGTCAGTGGGTTATCG
Ce220= Ce-129: TATTTCTCTCCCTTCGGGGAATTTCCCATCGGCATCAACTT
(CeN74-1) 279603 GACCGTTGC(220)gttttgaaatttttgaaaagacatacagtgtactactgattaatataattttt
15472-15497 | tcagcattttgattgtataattttttttattctctgaaacgttccaaatactacttagtgttgcagagagtttatgga
aattcatcaatttttgaaaattgcaaaacacagtttaacagagctatctgccattgecacgaaaaatgtetgt
cgecteacteteccttggtatataaacagectacaatcaccgaagtatgtateggtecggegtcagt
gggttatcaagtttgcctecctteggggaatttcecateggeatcaacttgacagttacattttgaaa
atttgtattgagacaaaaaagttgggctgacacatttttgaacaacaattgtgaaatgaataggagtacttc
cgtattataattttacaatttctgaagcegttggaagtactacgtactgcaagttgcagaacgcttatctaatatt
atagatttttgaaaattgcgaaacacagtttaacagaactatctgecattgcacgaaaaatgtctgecgee
tcactcteccttggtatataaacagectacaatcaccgaagtatgtateggtecggegteagtgggt
tatcaagtttgecteccttegggaatttCTCATCGGCACCAACTTGACCGTT
GC(129)ttttgaaatttttctgtaaaacacaatagtgaattacaaataaatcggactctactccagcagt
ttggttttatggtitaaaaaacctgaaacggaacaa
Cel42 3 781495 agagaaacccaccaccattcctcgagaaacgtccaccgcttgeattgectctagtatatatacttectecte
(CeNT1) 8330-8270 cccaacagttttcgaattcctgeggtccGGATCGTATGGGTTATCAATTCTCAAC

CACCCCATACGAACTAACTTGACTACCGGAATTTTgcaatttttgataaa
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aattacttgtttttgtagtatgcaaattaaatataaaatttattattatttgtatttttttaaaaataaattcgtgtgtc

aataat
Cel48 1 U40800 tggegetetgetgttgcacgettggtetagtggttaagagacgtggtcttcagtaatactacaaagagttcg
(CeN37) 17973-17860 | caaccctetcactgeatctatgtgtact CGCTCGTCGTAAATCGACAAGTGTAGA

AGGGAAATGATGCGAAATTGGCCGTGAACTCCGCAGGCGGAC
GAGGACTTTATGGTTCCTGTCCTAGTCAATTGGAGTTCCTCATT
Ttgtttttcttttctgttgtcaaaattttatacacagctacatagaaataaacattttattatagcattacaaatac
acatttaaattggtgaaactcaaa

Cel78 1 AF036694 ccataaattctcaatatcttatcatcggtceggtgttgatgggttattatcetgtggtgcttgtegtegetgate

(CeN72) 6251-6269 acattcaccgtcctctacacatcat CACAAATTTGACCGATGTTttgaatttttcacaaagt
gttataagttttataccgtatttcctctattacagggtgggcecaaaagtatggtaacacgtttgecagetctata
actttact

Ce347 1 U28739 ctgcttcacttaaatgctagtcggceaagtgtatagttttctacccgtgatgaagaaattagatccaactcceca

(CeN29) 17543-17565 | ggccagttgatacgtcttctggttcat GCAGATAAAGGCGAACGAACGGGttttgat
aattttggaaaccaattagcaacgattgtaaacttatttattatatagaggtcggaaagaaaaaatcattatat
ggcagtttcag

The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession number and coordinates are given in column three. For these cDNAs we could not find
characteristics to categorize them. All sequences are extended by 100 nt in both directions (lower
case) or to the end of the intron (asterisk). The numbers in parenthesis (129) and (220) in column
four designate two of three different paralogs (bold) found in the sequenced cDNAs.

Designations given in parentheseis refer to Deng et al. 2006.
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Table S19: Other ncRNAs, additionally confirmed by Deng et al. 2006; group II in

C. briggsae

name Sanger sequence

Chla Ortholog locus of Ch121a doesn’t contain the corresponding lib-seq.

Cbl1b CAAC01000141 tagcacacacaaagtatagcgggeggcggaaccegggagatgtecggetgetgegegtggttaggtceggege

259435-259606

ccgegttgetttcatcgagaccatactaTACAGAATCATTTCTGCAGTATGTATCTCG

TAATTCCCATCAAATTGGTAGAGATGCCATCCGCGATGAGTGGGAG

ACGGGCAAACCGCGAGCGTGAAACAGTTCTTCGGAACTTGATGACC
GCACGGAGCCGATTCATTTTGGAGCCGTAGTGGCTTGCTCTTCTGAG
CGGQatataaatgaaacaaacgaatactattgtcaattcaaaaagatcgcaccggtgaacacacaaacaaacaa
gtaaacaagagggceggagegatecgeccct

Cblc

CAAC01000011
109363-109535

aggcacacacaaagtatagtggctggcggaacccgggaagtgtcggetgctgegegtggttaggtticageggce
cgegetgctttcattgagaccatactaTACAGAATCATTTCTGCAGTATGTATCTCGT
AATTCCCATCAAATTGGTAGAGATGCCAACTGCGATGAAAGGGAGA
CGAGCATGGCGCGAGCGTGAAGCAGTCCTTGAGGACTTGATGACCG
CACGGAGCTGATTAATTTTGGAGCCGTAGTGCCATGCTCTTCTGAGC
AGTtatataaaagttttccaaagcgaaagagaaggttctgaaaaataatactttacacaacaaataccttattgtg
atgacgaccggctacggatcctctgtt

Cb5a

CAAC01000141
247781-247604

gagtcggegeacacacaaagtatagecgggeggeggaaccegggaagtgtcggecgetgegegtggttaggtt
cggcgecgegttgttttcatcgagaccaTACTATACAGAATCATTTCTGCAGTATGTA
TCTCGTAATTCCCATCAAATTGGTAGAGATGCCATCCGCGATGAGTG
GGAGACGGGCAAAACGCGAGCGTGAAACAGTTCTTCGGAGCTTGAT
GACCGCACGGAGCCGATTCGTTTTGGAGCCGTAGTGGCTTGCTCTTC
TGAGCGGAtataaatgaaacaagtgaatagaaccagggaactggtgtcttgaaaaaaattaggttgcaaa

aatacaaaggaaactattgccttcgaaaattttcgnnn

Cb5b

CAAC01000141
412943-413113

Gceacacacaaagtatagcgggeggeggaaccegggaagtgteggetgetgegegtggttaggtetggacgg
cgcaccgttttcatcgagaccatactataCAGAATCATTTCTGCAGTATGTATCTCGTA
ATTCCCATCAAATTGGTAGAGATGCCATCCGCGATGAATGGGAGAC
GGGCTTGCCGCGAGCGTGAAACAGTTCTTCGGAACTTGATGACCGC
ACGGAGCCGATTCATTTTGGAGCCGTAGTGGCTAGCTCTTCTGAGCG
GAtataagtaaatttagaactacacgctctcccacagaacaattccgaactgcaaattaatttttgatctacagaaa
aagtttggcgcgatcacaattgcag

Cbh9a

CAAC01000090
78109-78220

gctacacacaaagtatagtgggcggcggaaccegggaagtgtcggecgeacgttttcatcacatccgegecge
ttgctgacttcttcagtettcagtatg GGTCAAATATTGATCTGCAACTGAATATGAT
GAGTTCGGGCGATGATCTTTCGTGATTACATCGCACGGCGAAGTGG
GAACGCAATACCTGCTTGCCAGCCCGATTCTGAAC Caaagttgctgaaaactaatt
gatatttttggaaaagtgaagacttctgcaatatggagttggatcgaaataaaaaaaaattggttattttcaggtacttt

Cb9b

CAAC01000055
550385-550274

tcgcacataaagcatggegggeggcggaaccegggagatgteggecgetcgtttacceectaccacctactate
cgcatgtgtcttcagtcttcagtatg GGTCAAATATTGATCTGCAACTGAAAATGAA
GAGATCGGGCGATGAAATTCTGTGATTACATCGCACGGCGGGGTGG
GAAACGCAATACCTGACCGTCAGCCTCGATTCTGAcacaaagttgtctgaagac
ttttatatagttcagtttttatgaaaatgattttgaggaatcgtttgcaacacatctgggeacctgtgttagaatatcctt

Cb26

CAAC01000145
2068-2893

caaagtatagagggcggcggaaccegggaaatgtcggecgeagegaaaggggttgctatataaacgtgegag
agagaggaaggcagttgcatgacggcaaGGCGAGTACTCGCAGATACGAAACGTTC

CCCGTTGAGCGCGCTAACTGTGAGCGAAAGTCCCTGGACCACCGGC
AGAAAGTGTCACCCTCTAGGTTGGGTACTCTTTGGAGTTTTAGTCAT
AGCACAGAGACGCTCCTTAGAACAGCATAGGGCCTACTCTGTTCGT
CATGTTTTTgcaattcgtgaaggacaaccggaaggeacagcetcactcgtccatgaaatgettegtttectt
ggagagtcaattcacacttttacacacgacatgtctcct

Cb129/220

Seq. was found 11 x in C. briggsae; determination of the ortholog not possible

Cb142

Seq. was found 6 x in C. briggsae; determination of the ortholog not possible

Cb148

CAAC01000118

tccactgttgeatgettggtgtagggataageggettgececgaccgatcegetegeccgecactcgegggttcgac
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101365-101482 teccecacctgeatcetatgtgtact CACTCGTCGTTTAATGGATGAGTGTAGAAGGG
AAATGATGCGAAATGGACTGTTAAACTCCGCAGGCGGACCCTAGCT
ATTTGTAGCTCTTGTCCTAGTCTAATGGAGTTTCTCATTTtttagtttttatttca
ataaatgaagttattttaattccatcttccagcctacaccttcacctagtagtttcttgatgttttcgcaagaattttgect

gtt

Cb347 CAAC01000012 gctcaagaaatactagtgeecgeegactgactgeegegacacecgtgatgaagaaattagatccaacteccagtet
698376-698398 agttagatacgtctttctggaacat GCAGATAAAGGCGAACGAGCGGGtcccacagaaatt
ctataatttttttagccttgaaggataagaagaactttagaaactgattttattttgactttaaataaatagaaacctaac
aataaa

The Sanger database accession number and coordinates are given in column two. All sequences
are extended by 100 nt in both directions (lower cases). Letters in upper case correspond to the
orthologous cDNAs in C. elegans (library sequences). The given positions refer to the sequence

in upper case letters.
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Table S20: Experimentally found, previously annotated histone-hairpin cDNAs for
C. elegans

Group III: histone hairpin RNA

name |number | NCBI sequence
of seq.
clones
Cel72a |1 U64843 *gcattcaattgctgaa AGCAAATCACCGAACCCAACGGCCCTCTTAAG
13807-13845 GGCCACAaatgtattaaaatcctttttcaattagtagtttatttaatgaaataaagttttcttcattcttcat
cactattattcttattttttcttcttatttaaaa
Cel72b |1 U64843 TtttatctctcgatttcatacaacaaaccaaccgAACCCAACGGCCCTCTTTAGGG
19434-19460 CCACAattcaaaaatcccaatttatgtgtataataaatattaattcttccttattcactgttgcagaaacc
aaaaagtaccaataatagacaaacatcaacaggg

The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession numbers and coordinates are given in column three. Capital letters represent cDNA
sequences. The additional sequences completed by Wormbase or GenBank information are in
lower case letters.

C. elegans histone hairpin RNA sequence element: We found two library sequences
(Cel72a, b) that represent a part of the highly conserved histone hairpin RNA sequence involved
in processing of histone pre-mRNA. Both library sequences are processing-remnants after
endonucleolytic cleavage. Interestingly, both sequences differ at the 3’ end of the loop region (U
or A) that was previously described as highly conserved (U) in C. elegans but less well conserved
in other species (Michel et al., 2000).

Literature
Michel, F., Schumperli, D., and Muller, B. 2000. Specificities of Caenorhabditis elegans and
human hairpin binding proteins for the first nucleotide in the histone mRNA hairpin

loop RNA 6: 1539-1550.
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Table S21: Experimentally found, previously annotated full-length spliceosomal

cDNAs

name

number
of seq.
clones

U-RNA

Wormbase

NCBI

sequence

Cella
(CeNl1-1)

65

Ul1-8

F58G1.10

781556
(33218-33382)

aaacttacctGGCTGGGGGTTATTTCGTGATCA
TGAAGACGGAATCCCCATGGTGAGGCCT
ACCCATTGCACTTTTGGGCGGGCTGACCC
GTGTGGCAGTCTCGAGTTGAGATTCGCCA
ACAGCTTAATTTTTGCGTATCGGGGCTGC
GTGCGCGCGGCCCTGAA

Cellb
(CeN1-6)

T08GS.11

Z81589
(11803-11967)

aaacttacctggctgggggttatttcgecgatcaaGAAGGCGG
AATCCCCATGGTGAGGCCTACCCATTGCA
CTTTTGGGCGGGCTGACCTGTGTGGCAGT
CTCGAGTTGAGATTCGCCAACAGCTTTAT
TTTTGCGTATCGGGGCTGCGTGCGCGCGG
CCCTGAa

Cellc

Ul-1

X51371
(181-346)

aaacttacctggcetgggggttatttcgegatcacaaaGGCGGA
ATCCCCATGGTTAGGCCTACCCATTGCAC
TTTTGGTGCGGGCTGACCTGTGTGGCAGT
CTCGAGTTGAGATTCGCCAACAGCTTAAT
TTTTGCGTATCGGGGCTGCGTGCGCGCGG
CCCTGaa

Celld
(CeN1-5)

FO8H9.10

777657
(7068-7232)

aaacttacctggctGGGGGTTATTTCGCGATCAA
GAAGGCGGAATCCCCATGGTGAGGCCTA
CCCATTGCACTTTTGGGCGGGCTGACCTA
TGTGGCAGTCTCGAGTTGAGATTCGCCAA
CAGCTTAATTTTTGCGTATCGGGGCTGCG
TGCGCGCGGCCCTGAA

Celle

F40G12.14

277661
(22220-22384)

aaacttacctggctGGGGGTTATTTCGCGATCAA
GAAGGCGGAATCCCCATGGTGAGGCCTA
CCCATTGCACTTTTGGGCGGGCTGACCTG
TGTGGCAGTCTCGAGTTGAGATTCGCCAA
CAGCTTAATTTTTGCGTATCGGGGCTGCG
TGCGCGCGGCCCTG TA

Cellf
(CeN1-2)

Ul

C15F1.9

AC006608
(12788-12952)

aaacttacctGGCTGGGGGTATCTCGTGATCAT
GAAGACGGGATCCCCATGGTGAGGCCTA

CCCATTGCACTTTTGGGCGGGCTGACCTG
TGTGGCAGTCTCGAGTTGAGATTCGCCAA
CAGCTTAATTTTTGCGTATCGGGGCTGCG

TGCGCGCGGCCCTGAa

CeT9
(CeN4)

Ue6-2

X51388
(158-259)

gttcttccgagAACATATACTAAAATTGGAACA
ATACAGAGAAGATTAGCATGGCCCCTGC

GCAAGGATGACACGCAAATTCGTGAAGC
GTTCCAAATTTTT

Cell7
(CeN3-3)

Us-1

X51385
(155-276)

aactctggttcctctgceatttaaccgtgaa AATCTTTCGCCT
TTTACTAAAGATTTCCGTGCAAAGGAGCA
TTTACTGAGTATTACATACAATTTTTGGA
GACTCCTTGAGAAAGCGGGTCa

Cell9a

Us-5

F07Cé6.5

769659
(6668-6789)

aactctggttcctctgeatttaaccgtgaaaatctttcgecttttactaA
AGATTTCCGTGCAAAGGAGCATACATTGA
GTATTATATACAATTTTTGGAGTCCCCTC
GAAAGAGCGGGACA

Cell19b

uUs-7

F38E11.10

768342

aactctggttcctctgCATTTAACCGTGAAAATCTT
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(CeN3-2)

(1320-1441)

TCGCCTTTTACTAAAGATTTCCGTGCAAA
GGAGCATACATTGAGTATTATATACAATT
TTTGGAGTCCCCTTGAGAAAGCGGGACa

Ce307a
(CeN2-1)

U4-3

X51384
(287-430)

ctttgegetggGGCGATAACGTGACCAATGAGG
CTTTGCCGAGGTGCGTTTATTGCTGGTTG
AAAACTTTTCCCAATTGCCCGCGATGTCC
CCTGAAACATGGGTGGCATACGCAATTTT
TGAACGCCTCTAGGAGGCAGaa

Ce310a

—_

U2-8

X51380
(303-489)

atcgettettcggctt ATTAGCTAAGATCAAAGTGT
AGTATCTGTTCTTATCGTATTAACCTACG
GTATACACTCGAATGAGTGTAATAAAGGT
TATATGATTTTTGGAACCCAGGGAAGACT
CGGGGCTTGCTCCGACTTCCCAAGGGTCG
TCCTGGCGTTGCACTGCTGCCGGGCTCGG
CCCAGt

Ce310b
(CeN18)

49

U2-5

W07G1.8

782076
(18363-18549)

atcgcttettcggcttattagct AAGATCAAAGTGTAGT
ATCTGTTCTTATCGTATTAACCTACGGTAT
ACACTCGAATGAGTGTAATAAAGGTTATA
TGATTTTTGGAACCTAGGGAAGACTCGGG
GCTTGCTCCGACTTCCCAAGGGTCGTCCT
GGCGTTGCACTGCTGCCGGGCTCGGCCCA
Gt

Ce310c

U2-9

X51381
(239-425)

atcgcttcttcggcttattagctaalGATCAAAGTGTAGT
ATCTGTTCTTATCGTATTAACCTACGGTAT
ACACTCGAATGAGTGTAATAAAGGTTATA
TGATTTTTGGAAACTAGGGAAGACTCGGG
GCTTGCTCCGTCTTTCCAAGGGTCGTCCC
GGCGTTGCACTGCTGCCGGGCTCGGCCCA
Gt

Ce310d

U2-14

F15H9.6

781504
(7105-7291)

atcgcttcttcggcettattagctaagaTCAAAGTGTAGTA
TCTGTTCTTATCGTATTAACCTACGGTATA
CACTCGAATGAGTGTAATAAAGGTTATAA
GATTTTTGGAACCTAGGGAAGACTCGGGG
CTTGCTCCGACTTCCCAAGGGTCGTCCTG
GCGTTGCACTGCTGCCGGGCTCGGCCCAG
t

The number of clones describes their frequency in the sequenced cDNAs. Annotated sequences

are available at Wormbase or NCBI GenBank. Accession numbers and locations are given in the

fourth and fifth columns. Capital letters represent cDNA sequences. The additional sequences are

completed by previously known RNA sequences (Thomas et al. 1990). Designations given in

parentheses refer to Deng et al. 2006.

Literature

Thomas, J., Lea, K., Zucker-Aprison, E., and Blumenthal, T. 1990. The spliceosomal snRNAs of
Caenorhabditis elegans. Nucleic Acids Res. 18: 2633-2642.
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Table S22: Experimentally found, previously annotated full-length C. elegans
splice leader RNAs

name number | NCBI sequence

of seq. (Wormbase)
clones

Ce20 5 782078 ggtttttacccagttaaCGAAGGTTAGCATTAAATTTCGACCTTTCGC

(CeN8-2) 25296-25407 AAGAACGCGTTGAAATGCAAATCAATTTTTGGAACCGCTTC
sls-2.14 TTCGGGGAATCCGTTGAGGCAAa
(W09D6.7)

Ce74 36 NR_000674 ggtttaattacCCAAGTTTGAGGTAAACATTGAAACTGACCCAAA
1-98 GAAATTTGGCGTTAGCTATAAATTTTGGAACGTCTCCTCTC
rrs-1.2 GGGGAGACAAAa
(ZK218.13)

Cel03a 8 U41279 ggttttaacccagttact CAAGGTACGCTGGAGTTCTGACCTTTCGAA

(CeN16-1) 13489-13598 AGAGAGTGTCAAACAACTTTAACTTTTGGAACCGCTCTGCT
sls-2.2 GGGGTTATCCGGTAGAGCAAA(c)

(C17C3.16)

Cel03b 3 AF067219 gettttaacccagttact CAAGGTACGCTGGAGTTCTGACCTTTCGAA

(CeN16-4) 24613-24722 AGAAAGTGTCAAACGACTTTAATTTTTGGAACCGCTCTGCT
sls-2.4 GGGGTCATCCGGTAGAGCAAa
(R12E2.16)

Cel33 3 U29244 ggttttaacccagttactctAAGGTACGCTGGAGTTCTGACCTTTCGAAA

(CeN16-2) 35344-35453 GAGAGTGTCAAACAACTTTAATTTTTGGAAAAGCTTCGCTG
sls-2.1 GGGTTATCCGGCGAAGCAAa
(ZK1248.18)

Ce224 2 U10438 ggttttaacccaAGTTAACCAAGGTTAGCATGGAATTCGATCTTTC
39357-39465 GAAAGAATGTGTCGAACACAAAAATTTTTGGAACAGCTTC
sls2.16 CTCGGGGTTTCCGTGGAGGCAAa
(B0280.15)

Ce226 2 AL033514 ggttttaacccaGTTTAACCAAGGTTAGCTGTCGTTTCGATCTCTC

(CeNT7) 181360-181470 | GAGAGAGTGTGTCGAATAAAAAATAATTTTTGGAATCGCTT
sls-2.8 CATCGGGGAATCCGTTGAAGCAaa
(Y75B8A.38)

The number of clones describes their frequency in the sequenced cDNAs. Annotated sequences
are available at Wormbase or NCBI GenBank. Accession numbers and locations are given in the
third column. Capital letters represent cDNA sequences. The additional sequences completed by
Wormbase or GenBank information are in lower case letters. Designations given in parentheses

refer to Deng et al. 2006.
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Table S23: Experimentally found, previously predicted C. elegans full-length SRP-
RNAs

name SRP number | NCBI sequence
of seq.
clones

Cel2la SRP-C | 195 734533 accgagcGTCGTGGCGGGCGCTTGTGAGTCAGCTTCTT
(CeN107-3) 38793-39085 | GACGGTAGATGAGTGTGGATGGAGTGAGAGGAGGA
GTCCTGTGTATGTCGTTGTCAACGTCGACCGAGCGT
CCGTGCCAAGCGCTGCGTCACCAGGGGATGACTGT
CGGAAGATGGTCAGTCCCGGGTGCATAAGGAGTGG
TGGATGGTTCAGGACCGAAAGGTAGCAGACAAAAG
CCACCGCGCGGTGCAGTGGCCGGACAGCGCTTGTG
AGTTGACACGTATACACAGCCTTCTCAATACCTTCA
GACCACTTGTCACTT

Cel21b SRP-D |157 U23s515 accgagcGTCGTGGCGGGCGCTTGTGAGTCAGCTTCTT
(CeN107-2) 33855-33564 | GACGGTAGATAAGTGTGGATGGAGTGAGAGGAGGA
GTCCTGTGTATGTCGTCGTCTACGTCGACCGAGCGT
CCGTGCCAAGCGCTACGTCACCAGGGGATAACTGT
CGGAAGGCGGTTAGTCCCGGGTGCATAAGGAGTCG
TGGATGGTTCAGGACCGAAAGGTAGCAGACAAAAG
CGACCGCGTGGTGCAGTGGCCGGACCGCGCTTGTA
AGTTGACACACATACACAGCCTTCTCGATACCTTCA
GACCACTTATCATT

Cel2lc SRP-A | 384 U00064 accgagcGTCGTGGCGGGCGCTTGTGAGTCAGCTTCTT
(CeN107-1) 12857-13148 | GACGGTAGATAAGTGTGGATGGAGTGAGAGGAGGA
GTCCTGTGTATGTCGTTGTCTACGTCGACCGAGCGT
CCGTGCCAAGCGCTACGTCACCAGGGGATAACTGT
CGGAAGGCGGTTAGTCCCGGGTGCATAAGGAGTCG
TGGATGGTTCAGGACCGAAAGGTAGCAGACAAAAG
CGACCGCGTGGTGCAGTGGCCGGACCGCGCTTGTG
AGTTGACACACATACGCAGCCTTCTCGATACCTTCA
GACCACTTATCATT

The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank
accession number and coordinates are given in column four. Capital letters represent cDNA
sequences. The additional sequences completed by GenBank information are in lower case
letters. Definition of the 5'-ends of the sequences refers to previously predicted SRP-RNA
sequences (http://psyche.uthct.edu/dbs/SRPDB/rna/srprnaalphalist.html). A fourth locus exists in

the C.elegans genome. None of our cDNAs match this fourth locus. Designations in parentheses
refer to Deng et al. 2006.
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Table S24: Compilation of all computationally (com) derived “possible” C/D box
snoRNA candidates that did not fulfill the criteria described in results

1. C/D sno RNA-candidates from neighboring H/ACA-introns

F17C11.9a — Intl

ttaatttcattaaatttélagtgctgttaagaatagttaac gtgatttccgttcgttgeattgaaaaatgattag
Gm703/268S; guidebox D’(11nt)

Gm49/tRNA-Arg; guidebox D’(10nt)

Gm3005/26S; guidebox D’(9nt)

T08B2.9a — Int8
atttttgtaaattgcatgagtattgtattz_llacgtgtgatgtgcttgtaaaactagtatttaggggglggt_tctaaaaagt
Um613/26S; guidebox D’ (9nt)

Am3113/26S; guidebox D (10nt)

Am459/26S; guidebox D (9Int)

ZK546.13-Int3
ggaaacttgttgaaatgtgaatcctcacctgalatatttgataaatgcatttataaatgcatttatataaatgcaatacttctaatgttttc
Um 2894/26S; guidebox D (10nt)

C10C6.6 — Int3-snol
actctgttgactaaaaaggcatttcaatcaacgaaaclacgcgtgataaattgccaaaatacttccttccgcgacttgtacacaaaatttgagaﬂttcgctggaagt
Um1834/26S guidebox D’(9nt)

Am3264/26S; guidebox D (11nt)

Am95/5.8S; guidebox D (11nt)

Am1058/18S; guidebox D (10nt)

C10C6.6 — Int3-sno2
ttttttttcatcaaatctttgaaccaggccattitgaacctaatgaagectgtgaccaaatttctgtactccatcgttaagaaaatgagaaaaag
Gm3194/26S; guidebox D’(9nt)

C10C6.6 - Int4
atttttgattttccagaaaaccataagaaacatataIttttctcattaaaaaaaaaatgaaaaatggccaaaattttgagcﬂatttttgaaaaat
Um94/U2 guidebox D*(11nt)

Um3217/26s; guidebox D" (9nt)

Um1705/26S; guidebox D*(10nt)

Um1810/26S; guidebox D (11nt)

UmS8/tRNA-Lys; guidebox D (10nt)

C10C6.6- IntS
gttttttaatgaataattttttaacgaaaaactatgaaaactcc gcagcaaaaaatgtttaaaactacagIactcctcaaaggc
Am1512/18S; guidebox D (10nt)

Y43F4B.6 - Int4-snol
gtattaatgagacggacgattttgattcaacattcacgaaatactgtaatcatttggattglcaatatgacgatg
Gm96/U1; guidebox D (9nt)

Y43F4B.6 - Int4-sno2

cagtgttgtgaaagtcccactcggtgaatgtttgtggttttttttaatgtgttgtgtcagaatgtttattgcalttctctgtctg
Um73/5.88S; guidebox D (9nt)

Um47/tRNA-Arg; guidebox D(10nt)
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Y43F8C.7 — Int4
gaaatgatgcggaaaatttgacgtttﬂgccccggaaaattctggaaaaaacggacaaaatcgtgaatttttggctgaaaaattgatttt
Am2814/26S; guidebox D’(10nt)

K02C4.4 — Int8-snol

tttaaagaagagatatctttaclatcactaaggtactttataaagtatttcctgccaaacaaacagaggg
Gmg867/268S; guidebox D’(9nt)

Gm52/U1; guidebox D’(9nt)
K02C4.4 - Int 8-sno2

gtcttctgctgtgtttctgatggcgaaagagagagactgcgacggcaagcaaatgacgaaatcgcacctcggcccgactclaaccctgggggcg
Gm 273/26S; guidebox D (11nt)

2. C/D sno RNA-candidates from neighboring C/D-introns

2.1 C/D snoRNA-candidates from same intron/intergenic region in which a library-C/D was
found

Y116A8C.35 — Intl
gaaaatgatgaaaaaacacaaattctggggcaaaaaagtatattttttgtccagaaatcgtgatttttccgtcﬂtttcctgattt
Am 36/U1; guidebox D (12nt)

F54C9.1 — Int2
taaatatgaaagaactatatatatagttatataaacﬂttcactcatagttttttacaaaaactgaaagcttaccaaattgataattaattccaaaacaaaalactcctgaaattat
tta

Am314/18S; guidebox D’(10nt)

Um3505/26S; guidebox D (10nt)

Intergenic region; neighbourhood of Contigl138
ttgattgattcgaagaaaaaattaaétacaagctgttataccctataggggaacatctcgttttacaatccgaagagtagttattggaaaaltaattctgacaa
Am1096/18S; guidebox D’(10nt)

AmI12/tRNA-Cys; guidebox D (10nt)

Intergenic region; neichbourhood of Contig246
aaatgatgtatttaglactgctaaagctttattgaaaattgagaaagcggagaaa_tggg!lt_cctctcatt
Um718/26S; guidebox D’(9nt)

Gm1377/26S; guidebox D (9nt)

2.2 C/D sno RNA-candidates from neighbouring C/D-introns

C27H6.1 — Int-1snol
aatttgattgtaaattttttclaaacttgaaaaagctatttataagtttttcaaaatttaaaattagccaattcglcttcatgaatt
Cm2019/26S; guidebox D*(11nt)

Um388/26S; guidebox D"(10nt)

Cm3011/26S; guidebox D (11nt)

C27H6.1 - 1sno2
ctgtgctcatttttcggacacagcttatcaagtttataaatattttgaeatcaaattcttactatcgtﬂacatctgaaaag
Gm305/268S; guidebox D (10nt)

C27H6.1 — Int2-snol
ttaacgaagcacctgcctattctatttcglaaagctcatctcttggttaattttaattatttcggatacttltcaactgaaa
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Gm685/268S; guidebox D’(9nt)
Gm2552/268S; guidebox D (10nt)

C27H6.1 - Int2-sno2
ttcgatattgtagtatttacatgacataagaaatctttgatgtgtattlacttctgaaa
Um73/58S; guidebox D (9nt)

Cm1300/26S guidebox D (11nt)

Cm1492/268; guidebox D (9nt)

Cm65/tRNA-Gly; guidebox D (10nt)

Cm21/tRNA-Thyr; guidebox D (9nt)

Um17/tRNA-His; guidebox D (9nt)

C27H6.1 —Int2-sno3

aaatgatgtcatcattataacctggtgac gggaagtagaggagggggglggcccgtaattt
Cm506/18S; guidebox D’(10nt)

Um1565/18S; guidebox D (9nt)

C27H6.1 — IntS

gttttttgagtattttagﬂtctacttattc gaattaatacagtatgagcgtattccaattaalgaaaatgagagc
Am65/268S; guidebox D’(11nt)

Um368/18S; guidebox D (11nt)

C27H6.1 — Int8

aaaattaagtaactaaattaaattﬂactt ccgs_lltgctttgacacatacatgttggcaaaatgggagattttaacttagaatacttgatgaataattttcag
Um500/18S; guidebox D’-1(9nt)

Gm845/268S; guidebox D’-2(9nt)

Gm1575/26S; guidebox D"-2(10nt)

Gm2042/26S; guidebox D’-2(11nt)

Gm613/18S; guidebox D’-2(9nt)

Gm15/tRNA-Phe; guidebox D’-2(10nt)

C27H6.1 — Int9

tttagaaaattttccaactctttc gaatttaaacgltcagctgttataaaataataaatccaaz_llagtactggaaa
Gm2720/26S; guidebox D’(10nt)

Gm17/Ul; guidebox D’(10nt)

Um2971/26S; guidebox D (9nt)

C27H6.1 — Int10-snol
tatagttgttccacltattcagaatttttagtacccatctaaz_llatagctaaatt
Gm2565/26S; guidebox D*(10 nt)

Um130/U1; guidebox D (9nt)

Um130/U2; guidebox D (9nt)

C27H6.1 — Int10-sno2

aatgtgtgattttcaaatgtttttcaaaaaglctcactaatgtc gaaattacattttaaaaagtcgttgaagttctaatttacalgagattgaatt
Um3503/26S; guidebox D*(10nt)

Um32/tRNA-Thr; guidebox D (9nt)

R166.5b -Int2-snol
gagaaaaatgaaaattattﬂgatcctaattttagttgatattcatcacaattagacgatgcgltctagtgattctc
Am30/U2; guidebox D*(10nt)

Am734/18S; guidebox D" (9nt)

Am1017/26S; guidebox D*(9nt)

Am911/18S; guidebox D (9nt)

Am3288/26S; guidebox D (10nt)

Am572/26S; guidebox D (10nt)
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R166.5b — Int2-sno2
aaatttgataccggaaécélattgatgaatgtgagatgacggcacgtagattagacz_llttgattgattta
Um675/18S; guidebox D’ (9nt)

Am1408; guidebox D (9nt)

ZK994.3 - Intl
gatactgaaattttaaatatcatctaggltttcctgaaattccttatttttcattattaagaaccgtttttttaataaaaataacttgatatt
Gm3317/268S; guidebox D" (9nt)

Gm45/tRNA-Ala; guidebox D*(9nt)

ZK994.3 - Int4-varl
aagtagttgacaatgtglgaatttgagttcgaatttagaaaattaaagcaataacctaccataaaggllaatttgaaaactt
Am3157/26S; guidebox D’(10nt)

Cm2969/26S; guidebox D (10nt)

Cm1873/268; guidebox D (9nt)

ZK994.3 - Int4-var2

aaagtagttgacaatgtﬂgaatttgagttc gaatttagaaaattaaagcaataacctaccataaagagtaatttgaglacttctggttt
Am3157/26S; guidebox D’(10nt)

Am218/18S; guidebox D-2(9nt)

ZK994.3 - Int6

gtaagtttattttacltttc atga!lttttctaattttttgttcatcacalgaatcttatac
Gm872/18S; guidebox D’-1(12nt)

Am741/26S; guidebox D’-1(10nt)

Gm3115/26S; guidebox D"-2(10nt)

Gm1702/26S; guidebox D"-2(10nt)

Gm42/18S; guidebox D’-2(9nt)

Cm1858/26S; guidebox D (12nt)

ZK994.3 - Int8
tttttggtacttgtcatgcaatatgtacgtttttcaaIlgtactgttggtttccatgtacatgcatatttatgatcaatctatctaacaatctc ctatctcaaaaa
Am1201/26S; guidebox D*(11nt)

Am1348/18S; guidebox D (9nt)

Am23/tRNA-Gly; guidebox D (9nt)

7K994.3 - Int9
ggtttgatgattggaaaatcatcatﬂaaatctgaaatgatgaacattttaaaccggalatgaatgaaatt
Gm 492/18S; guidebox D*(10nt)

Um 1174/26S; guidebox D (10nt)

ZK994.3 - Int14-snol
aattacagttgcttcagatttctaglaaaactgaaaaataataagaatgtgtaggtgtgtaattatgaaaaattatgcacclgaaactgaaatt
Um104/U2; guidebox D’(9nt)

tRNA-Cys; guidebox D’(10nt)

Um2150/26S; guidebox D (10nt)

7K994.3 - Int14-sno2

atattatgcattaacccatttﬂ:gtcactgagccc gatgttttcgaaaaaaactctataattcaataagtgaga
Am2487/26S; guidebox D’(10nt)

7K994.3 - Int14-sno3

tttatgaatatacthctcattgaattgjatcccggaacaaaataccagacaagaacataataaggtgltaatctgataag

Am221/268S; guidebox D’-1(9nt)
Um684/268S; guidebox D*-2(9nt)
Um344/268S; guidebox D"-2(9nt)
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Um1514/18S; guidebox D*-2(9nt)
Am721/26S; guidebox D (12nt)

7K994.3 - Int14-sno4
tttgatgtgaacgtagtacaﬂttttctgatttgttcttcttgaattttatttaltttgttgaaa
Um1317/26S; guidebox D’ (9nt)

Am1356/26S; guidebox D (10nt)

Am736/26S; guidebox D (9nt)

F46F11.9b - Int4
taatctgataattttagaatz_tltcatctaaaataggttctaaaaaactgaaaacttctcaatcttcgltaaaatgatattg
Um334/18S; guidebox D’(9nt)

Um2890/26S; guidebox D’(9nt)

Am833/18S; guidebox D (9Int)

Gm1434/268S; guidebox D (9nt)

F01D5.10 - Intl-varl
aatttatgctaacctcctcgaaacaaaﬂcctgatgattgatcaagcccgtattaggcgaaatc aagttttctcaaatt
Am2721/26S; guidebox D’ (9nt)

Um 97/5.8S; guidebox D (9 nt)

F01D5.10 - Intl-var2
aatttatgctaacctcctcgaaacaaaglcctgatgattgatcaagcccgtattaggcgaaatcgaaattttctcaglttagctgaaatt
Am2721/26S; guidebox D’ (9nt)

Um2529/26S; guidebox D (9nt)

Um 1151/18S; guidebox D (9nt)

F01DS.10 - Int2
tttaaatgcgcatatctcggcggagattaaaggtaacaaaaattﬂtcaactgacaaa
Cm1200/18S; guidebox D (9nt)

F48A11.5 - Int2

gcgtagtggtcctcttcctcccctgtgcagtgttcccgctgacatattgattcgtcttcalgtccctgacgc
Am1115/26S; guidebox D (10nt)

F48A11.5 - Int3
tcgtgacgtgctctﬂttaatccgaccaatagcccccattttcacatggattttctﬂcagattgacga
Am602/18S; guidebox D’(10nt)

Am833/18S; guidebox D’(10nt)

Am390/26S; guidebox D’(10nt)

Cm40/tRNA-Pro; guidbox D (9nt)

F48A11.5 - Int5
aaaaatagattgcttggggcattttdggagctcagatcaattattttccgattttttgtttaaaaaa’[tggglatttctgtcattttt
Gm1841/268S; guidebox D’(10nt)

Gm887/268S; guidebox D’(10nt)

Am402/26S; guidebox D’(9nt)

Am402/18S guidebox D’(9nt)

Um20/5S; guidebox D (10nt)

Um2431/26S; guidebox D (9nt)

Um168/26S; guidebox D (10nt)

Um55/US; guidebox D (9nt)

F47G9.3 - Int4

ctggataaaaaltaaattgagttatgtaaaaattagaagaaatactaac
Um 129/U1; guidebox D’(9 nt)
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C08D8.1 - Int2
attttttataatactggggatcgttgcaagacccatgltcacatgagcgtgtacctttgaaatgacgtttgalgtttctggaaat
Um31/U1; guidebox D’(9nt)

Um 98/5.8S; guidebox D (12nt)

C07A9.11 - Intl11-snol-varl
tttaaaaaatttaaaatccIttctcagagagatggatttttgcaaacttttgatgattttaagcatgtctagattatgtataltattctgaaa
Gm2417/26S; guidebox D’(9nt)

Um83/US; guidebox D (9nt)

Cm5/tRNA-His; guidebox D (9nt)

C07A9.11 -Int11-snol-var2
tttgatgattttaagcatgtctagattatgtatgltattctgaaagagtttttggaacattttttagaattgattaaattggattttctctalacggctaaaa
Um83/U5; guidebox D’(9nt)

Cm5/tRNA-His; guidebox D’(9nt)

Cm12/tRNA-Pro; guidebox D (9nt)

Cm64/tRNA-Thr; guidebox D (9nt)

C07A9.11 -Intl11-sno2
tattaggactatgaaaaattcattgltagtctaaaaagtagtctaaaaaatactgaacttttttcaaag tgglttcgctaaat
Cm506/18S; guidebox D’(9nt)

Am912/18S; guidebox D (13nt)

C07A9.11 -Int11-sno3

aacttctagatcaacattttatttc gtaaﬂtccactggaccc gtttttacaatttctccatgaaattttcccatttgtcacgtaaataattcaalaatactgtagtt
Gm18/U2; guidebox D’(9nt)

Um121/U4; guidebox D (9nt)

Um104/U2+US; guidebox D (9nt)

Um95/U2+U5; guidebox D (9nt)

C04G6.1a — Int2
ttttacacatcattttgtgaaccagltgttttgatttcaattggaccagttacttgaaaaatgggctcacaaaataatgcgclaaacctaagaaa
Tm3162/268S; guidebox D’(14nt)

Um133/U1 guidebox D (10nt)

C04G6.1a - Int4-snol

aac gtgagaatggagacélatttctaacaatgtattgcttgactcttcgaaggc_tgggglgggctgaagtt
Gm1318/268S; guidebox D’(10nt)

Um367/26S; guidebox D (11nt)

Um781/26S; guidebox D (10nt)

Um1710/26S; guidebox D (10nt)

C04G6.1a - Int4-sno2
attgaaaatttatataaIttttctgaattttttaatgattttttttcaattttgcaacaaatattz_llaaggctgattta
Gm93/U2; guidebox D’(13nt)

Am3216/26S; guidebox D’(11nt)

Am1703/26S; guidebox D’(11nt)

Um2879/26S; guidebox D (9nt)

C27HS.1-Int1-Varl-Snol
ttttcaccagtacaaatattaaaétctgttttaatttttataaaaaacactgtattggtaaaatcctacagcaatgtttgz_llattactcaaaa
Um1106/268S; guidebox D*(10nt)

Um2837/26S; guidebox D*(10nt)

Um98/5.8S; guidebox D (11nt)

C27HS.1-Int1-Varl-Sno2
aatttttgaatttttgccaatttaccélaac getgactgatataaaaaatgtttgattac gatactcggtcatgtttacctaataactattaaggtttgcalgtttctgttt
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Um1176/26S: guidebox D’ (9nt)
Um933/268S; guidebox D (12nt)

C27HS.1-Int1-Var2-Snol
tgtattggtaaaatcctacagcaatgtttgz_llattactcaaaaacccaatttttgaatttttgccaatttaccaaaacgctgactgatataaa
Um98/5.8S; guidebox D’(11nt)

C16D9.2a - Int7
ttttttttgattcétclatggctgacaaaagatttggtttcaaz_lltgttctgtagaga
Um1316/18S; guidebox D’(11nt)

Um1110/18S; guidebox D’(9nt)

Um22/tRNA-Cys; guidebox D (9nt)

C16D9.2a — Int27-snol

gtttcaagaatggggatcq galattatttgaattttc gaacattcctatagttattatta!ggglﬁggctaaggc
Um?2293/26S; guidebox D’(9nt)

Um103/U2: guidebox D’(10nt)

Um130/U1; guidebox D’(9nt)

Um120/U4; guidebox D’(9nt)

Um28/tRNA-Cys; guidebox D (9nt)

U11029-Int7
ttttttattttaaaatccttcagtaaacgggttagtaatgtaaccaccatccaatccaatccaatacaccatccaattataaaaacttagatttcatttgaatatcaaaatetgactaa
aaaa

CO0SHS.1 - IntS
ttattattagcacaaﬂctttccgatgcgcttttaaacgattgaaagtgtactcaalcgtgctgaga
Um1511/18S; guidebox D’(10nt)

Um 3441/26S; guidebox D’(10nt)

Am201/26S; guidebox D (10nt)

COSHS.1 - Int6
tttggtatttgattactgtatatttggtattglctcagtgaaaatttaaattttctctgaaaattgtaattttttaacaagtggtgaagtﬂttcgcttaactaaa
Um1676/268S; guidebox D’(11nt)

Am 1636/268S; guidebox D (10nt)

3. C/Ds in RPG-introns

rpl-12 - Intl-varl

tttaattaggtatttgacgtaﬂatgcgtgattttcaatttgtcaaagatttcatcatcgglatttttgaaa
Gm105/5S; guidebox D’(9nt)

Am37/U2; guidebox D’(9nt)
Cm2547/26S; guidebox D (9nt)

rpl-12 - Intl-var2
aagttgctcatttttgtgcacatttaattglgtatttgac gtattatgcgtgattttcaatttgtcaaag atttcalcatcgtgattt
Cm2240/268; guidebox D’(12nt)

Gm91/5.8S; guidebox D (11nt)
Gm868/268S; guidebox D (9nt)

rpl-13 - Int3
atttaattaagtttgaaaglatttltgaacttagtcgataacagtttgttaaaglattcctgcat
Am2099/26S; guideboxD’-1(11nt)

Gm144/18S; guideboxD -2(10nt)
Am456/18S; guideboxD’-2(9nt)
Am923/18S; guideboxD-2(9nt)
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UmI 1tRNA-Cys; guidebox D (9nt)

rpl-14 - Intl-snol-varl
tattaattaagaaaaaaaaatgtatagcagltttattgaattttacttaaactttttaaaacgtttagattatcaag:lcgatcagaaatg
Um675/18S; guidebox D’ (9nt)

Cm1695/18S; guidebox D (11nt)

rpl-14 - Intl-snol-var2
atgtttgtaaaatgcg-laaatcggaaa gcatagctctgaatcattaaatagtgaaatcatcactgaaatat
Um132/U1; guidebox D’(10nt)

rpl-14 - Intl-snol-var3

gtttagattatcaaﬂcgatcagaaatgtttgtaaaatgcalaaatcggaaagc

Cm1695/18S; guidebox D (11nt)
Um132/U1; guidebox D (10nt)

rpl-14 - Intl-snol-var4

aaatcatcactgaaatatgctcglta aaggltttactgaacaattagtaattagattgtglatttatgatt
Am1427/26S; guidebox D’-1(9nt)

Um3408/26S; guidebox D-2(10nt)

Um1110/18S; guidebox D (10nt)

Um47/U6; guidebox D (9nt)

Um2422/268S; guidebox D (10nt)

rpl-14 - Intl-sno2
aagtgatttactgaacaattagtaattagattgtglatttatgattaatcacaacttcccttttgaaattgtttc gaatataatcgatataaalgagctgagcgttt

Um?2422/268S; guidebox D’(10nt)
Um1110/18S; guidebox D’(9nt)
Um47/U6; guidebox D’(9nt)
Gm3064/26S; guidebox D (9nt)

rpl-18 - Int3

aaaattgtaaaaattattcttq glttttatgaaaccagtﬂagtactgaaataatac gaaaacatcggaggactccggaatt
Am43/18S; guidebox D’-1(10nt)
Am843/18S; guidebox D’-1(9nt)
Am1762/26S; guidebox D’-1(10nt)
Am66268S; guidebox D’-1(9nt)
Am97226S; guidebox D’-1(9nt)
Gm1620/18S; guidebox D"-2(9nt)
Um21/U1; guidebox D (11nt)
Um487/18S; guidebox D (9nt)
Um28226S; guidebox D (9nt)

rpl-19 - Intl-varl
agttttttaaatcatttccaattgaaagatcagtccaagcgtcttttgaagatatgactttcglttaattgagaatt

Am 1053/18S; guidebox D (11nt)

rpl-19 - Intl-var2
gaaagatcagtccaagcgtcttttglagatatgactttcgtttaattgagaattgtgcaaaatttgcatttttlattattgattt
Um2656/26S; guidebox D’ (9nt)

Um785/26S; guidebox D’(9nt)

Um1713/268S; guidebox D’(9nt)
Um1326/18S; guidebox D’(9nt)
Um?2245/268S; guidebox D (9nt)

rpl-19 - Int3
taaatgatttgtttttccaaattaftgagaagtctttcaatcaattattcatattaaaattcetgatgattt
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rpl-21 - Intl-varl

gaaagtaattatgatagtcttttﬂaatt t’[gaaaé_llcaatctaatccaactcattttgactgalatg actgattttt

Gm1206/18S; guidebox D’-1(9nt)
Cm2969/26S; guidebox D’-2(12nt)
Um2894/26S; guidebox D (9nt)

rpl-21 - Intl-var2
tttgaatgacacctaaaacaatgctagcatgctgacaatttcattttcgaaagtaattatgatagtcttttﬂaattttgaaaa

Gm1206/18S; guidebox D (9nt)

rpl-26 - Int2-varl

gactcatcacaactgtcalgtttgtgagttccalgattcttaatgttgcattcggactaggaaaagtttattatatﬂ!gaagtgaccgagtt
Um3176/26S; guidebox D’-1(9nt)

Um2519/268S; guidebox D’-1(9nt)
Um2530/26S; guidebox D’-1(9nt)
Am772/18S; guidebox D"-2(10nt)
Am146/26S; guidebox D (11nt)

rpl-26 - Int2-var2

gactcatcacaactgtcaggtttgtgglttccatgattcttaatgttgcattcggactaggaaaagtttattatattttgg.gtgaccgagtt
Um 638/18S; guidebox D’(9nt)

Um1651/18S; guidebox D (10nt)
Um141/268S; guidebox D11nt)
Um490/18S; guidebox D (9nt)

rpl-26 - Int2-var3

gtgagttccatgattcttaatgtjcattcggactaggaaaagtttattatattttgglgtgaccgagttcgt
Um2558/268S; guidebox D’ (9nt)

Cm793/26S; guidebox D’(9nt)
Um85/U2; guidebox D’(9nt)
Um1651/18S; guidebox D (10nt)
Um490/18S; guidebox D (9nt)
Um141/268S; guidebox D (10nt)

rpl-26 - Int2-var4
ggtttgtgaéttccéléattcttaatgttgcattcggactaggaaaagtttattatatglggaagtgacc
Am782/18S; guidebox D’(10nt)

Am145/18S; guidebox D (11nt)

rpl-32 - Intl
tttttgaagcacctactcattagaattgaaaagcagagaaataaﬂgatgctaacaaa
Cm1669/18S; guidebox D (9nt)

rpl-33 - Intl-varl
ccgctggatatttttéaaltctgctgaaaaatatlcagactgcaaattcttcatatagtctttaaaaaatgtatagtagcattatcctaactatttctagﬂztatctaatccgcgg

Gm398/26S; guidebox D’-1(12nt)
Gm2775/26S; guidebox D’-1(11nt)
Gm3153/26S; guidebox D’-1(9nt)
Am2310/26S; guidebox D'-2(10nt)
Gm1674/26S; guidebox D (9nt)

rpl-33 - Intl-var2
ggatatttttgagctctgctgaaaaatattcagactgeaaattcticatatagtctitaaaaaatgtatagtagcaftatcetaactattt

Am2310/268S; guidebox D’(10nt)
Am443/26S; guidebox D (10nt)
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rpl-33 - Intl-var3

ttttaatcagtgaccgctggz_llatttttgagctctgctgaaaaatadcagactgcaaa
Am2310/26S; guidebox D (10nt)

Am1721268S; guidebox D (9nt)

rpl-37 - Intl
aattggaagaataaactatcgglcggtctaatttgtcttattactttctgctccatgtglgttactcaaatt
Gm1265/26S; guidebox D’(11nt)

Gm 61/U4; guidebox D’(9nt)
Gm2408/26S; guidebox D(11nt)

rpl-38 - Intl-snol-varl
gcaaaattctttataaagatacgtagatﬂaacgctcaagtctttcggaaaagttgtgaaga!ltcacctgatttgt
Gm616/18S; guidebox D’(10nt)

Um95/5.88S; guidebox D (9nt)

Gm773/26S; guidebox D (9Int)

rpl-38 - Intl-snol-var2

ttctttataaagatacgtagatﬂaac gctcaaglctttcggaaaagttgtgaagatttcacctgatttgttccagltttcttgaaagaa
Gm616/18S; guidebox D’-1(10nt)

Am951/26S; guidebox D"-2(10nt)

Am972/268S; guidebox D’-2(9nt)

Am25/U6; guidebox D (13nt)

rpl-38 - Intl-snol-var3
ggaaaagttgtgaagaﬂtcacctgatttgttccagttttcttgaaagaaaaacaattcattggaIgtttctgatttttct
Um95/5.8S; guidebox D’(9nt)

Gm 773/268; guidebox D’ (9nt)

Um1104/26S guidebox D (15nt)

rpl-38 - Intl-sno2

gaaagaaaaacaattcattggglgtttctgatttttctaatgttttggagtcagcacatttlgtatctgtttcg
Um1104/26S; guidebox D’(15nt)

Gm1117/26S; guidebox D (10nt)

rpl-42 - Int2
tgttttattaaaaattagltcaaatgaagtgtgttttgtcgtattttttaaaagcttgtttaggaattttcaatttaaaaaﬂatacctgaaatt
Am1808/26S; guidebox D’ (9nt)

Gm100/U2; guidebox D (13nt)

rpa-2 - Int2-varl
gttatgaagtcctaaaaaagttgactgcactggtaaaattcagcgatgcﬂaactcggaaat
Am54/58S; guidebox D(9nt)

rpa-2 - Int2-var2
gttatgaagtcctaaaaaagttggltgcactggtaaaattcagcgatgcttaactcggaaatttttgagaaaaaaalgcctttgacggc
Gm598/26S; guidebox D’(9nt)

Cm2650/26S; guidebox D (10nt)

rpa-2 - Int2-var3
ttatgaagtcctaaaaaagttgaltgcactggtaaaattcagcgatgcttaactcggaaatttttgagaaaaaaaggcctttglcggcttgaaa
Gm598/268S; guidebox D’(9nt)

Um1454/26S; guidebox D (11nt)
Um3254/26S; guidebox D (10nt)

rps-7 - Intl
gtttgtgtttaaacattgacgtttgaatttttgattattttgaaaalagctttgaaaat
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Um20/58S; guidebox D’(10nt)
Um2315/26S; guidebox D’(9nt)
Um1577/26S; guidebox D’(9nt)
Cm1213/18S; guidebox D (10nt)
Um2652/26S; guidebox D (11nt)

rps-8 - Intl
gctgtttaatttttattttatttaccag_ggz_tlgggttgaatcagtaaaattaaatttaaaaaagatgatcg
Am123/18S; guidebox D’(9nt)

rps-9 - Int2-varl
ttttacaaatgtttttcgatttaaaccagttagglattcctgcgctattt!laagactgatccagtagtcattgtccggaatatttcattaaaaaatttalttcactgaaaga
Gm1541/18S; guidebox D"-1(11nt)

Gm1226/26S; guidebox D’-1(10nt)
Cm143/26S; guidebox D’-2(10nt)
Am2416/26S; guidebox D (9nt)
Am1202/26S; guidebox D (9nt)
Gm1548/268S; guidebox D (9nt)

rps-9 - Int2-var2
attttgaagactgatccagtagtcz_lltgtccggaatatttcattaaaaaatttalttcactgaaaga
Gm449/18S; guidebox D’(11nt)

Am826/18S; guidebox D’(9nt)

Am1057/26S guidebox D’ (9nt)
Am2416/26S; guidebox D (9nt)
Am1202/26S; guidebox D (9nt)
Gm1548/26S; guidebox D (9nt)

rps-19 - Int2
aaaataaattattaaaaattattcataaatatatgcgetgaaaattaaacatgcaaaattagatgtttatattaaaattaaatttctgeatgtttt

rps-18 - Int2
agtgaaaattaggcctgttttttttdaaatctgtatacaggccacccagtttaattattttgagagtagglaattttgact
Am?2628/26S; guidebox D’(11nt)

Am1102/188S; guidebox D’(9nt)
Gm3211/268S; guidebox D’(10nt)
Gm389/26S; guidebox D’(10nt)
Um676/18S; guidebox D (9nt)

rps-20 - Intl-snol-Var 1
gggttgtggaattttttttcaaglattctcgatﬂtcagcggattttttgatttttatgcggalatttttgaattc
Um104/U2; guidebox D’-1(11nt)

Um120/U4; guidebox D’-1(10nt)

Am646/26S; guidebox D’-2(10nt)

Um131/U1; guidebox D (12nt)

rps-20 - Intl-snol-Var 2
ggttgtggaattttttttcaaz_-xlattctcgattltcagcggattttttgatttttatgcggaaatttt:tlaattcttaatc
Um104/U2; guidebox D’-1(11nt)

Um120/U4; guidebox D’-1(10nt)

Am646/26S; guidebox D’-2(10nt)

Cm162/18S; guidebox D (10nt)

Cm401/16S; guidebox D (10nt)

Cm3/tRNA-Cys; guidebox D (9nt)

rps-20 - Intl-snol-Var 3
ttttgggttgtggaattttttttcaaglattctcgatgltcagcggattttttgatttttatgcggaaatttttgaattcttaatclatttttgacttaaaa
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Um104/U2; guidebox D’-1(11nt)
Um120/U4; guidebox D’-1(10nt)
Am646/26S; guidebox D’-2(10nt)
Um2061/26S;guidebox D (10nt)
Um1810/268S; guidebox D (9nt)

rps-20 - Intl-snol-Var 4
ggattttttgatttttatécééélatttttgaattcttaatcaatttttgacttaaaattgatagllttgcttaataaaa

Um?2293/26S; guidebox D’ (9nt)
Um131/U1; guidebox D’(12nt)
Um 3267/268S; guidebox D’(9nt)
Am925/18S; guidebox D (10nt)
Am458/18S; guidebox D (9Int)
Am2490/268S; guidebox D (9nt)

rps-20 - Intl-snol-Var 5
tttttatgcggaaattttaaattcttaatcaatttttgacttaaaattgatatttttgcttaataaaacctattttltatgccagaatt
Cm1629/18S; guidebox D’(10nt)

Cm401/26S; guidebox D’(10nt)

Gm38/tRNA-Ala; guidebox D (10nt)

Gm68/tRNA-Glu; guidebox D (9nt)

rps-20 - Intl-snol-Var 6
aatttttgaattcttaatclatttttgacttaaaattgatatttttgcttaataaaacctattttclatgccagaatt

Um2061/26S; D’(10nt)
Um1810/26S; D’(9nt)
Gm38/tRNA-Ala; guidebox D (10nt)
Gm68/tRNA-Glu; guidebox D (9nt)

rps-20 - Intl-snol-Var 7
tatttttgcttaataaaacctattttglatgccagaattcatcaaaatctcattttttattaatttttcagc!lcaaactggaaata
Gm38/tRNA-Ala; guidebox D’(10nt)

Gm68/tRNA-Glu; guidebox D’(9nt)

Am668/18S; guidebox D (11nt)

rps-20 - Intl-sno2
aaactggaaatagagcaccglaaggctaaaatcaaaagatagcagaccttcaaagctctttaaattctacatcgaatcaalcatggtgagttt

Um1064/18S; guidebox D' (9nt; 1GT-Paar)
Um 1062/18S; guidebox D*(11nt)
Gm1229/18S; guidebox D (9nt)
Gm333/18S; guidebox D (10nt)

rps-21 - Intl
gtgagattttatctaattatatatgtatatagaacgttgaccaaacatctacgtttaacgcttﬂatatctaatat
Um21/4tRNA-Ile; guidebox D (10nt)

Um20/tRNa-Leu; guidebox D (10nt)

rps-24-Int1
tcgtaaaatgtttgttttalgttggtgatttgcgaattgctttgatatcactaccgtﬂtaacatgaatgg
Um1100/18S; guidebox D’(9nt)

Gm2046/26S; guidebox D (11nt)

Am722/268S; guidebox D (9Int)

rps-24 - Int2-varl

ttttctgaataagaacggaattttjatagatgacttcltagtctaaattgatagacaaattcctacgttcaglctttctgaagag
Um2910/268S; guidebox D’-1(9nt)

Am1312/26S; guidebox D’-2(10nt)
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Am22/tRNA-Ser; guidebox D’"-2(11nt)
Gmg837/268S; guidebox D (11nt)
Gm45/tRNA-Trp; guidebox D (11nt)

rps-24 - Int2-var2
ggaatttttgatagatgacttgltagtctaaattgatagacaaattcctacgttcaglctttctgaagagttct
Am1312/26S; guidebox D’(10nt)

Am?22/tRNA-Ser; guidebox D" (11nt)
Gm837/26S; guidebox D (11nt)
Gm45/tRNA-Trp; guidebox D (11nt)

rps-24 - Int3

attgttaacttcagtaaacgattﬂactacagaattgttttc gttttttattgttgtacttgagttggtallcctctcatat
Gm413/268S; guidebox D’(9nt)

Am1539/18S; guidebox D (9nt)

rps-24 - Int4
tgttctcatgctacgacaglttttgtgaattttcaccactttgatgtctcgglctacttgaata
Am1703/26S; guidebox D’(9nt)

Um54/tRNA-Asn; guidebox D (10nt)
Um54/tRNa-Val; guidebox D (10nt)
Um682/18S; guidebox D (9nt)
Um1701/18S; guidebox D (9nt)

rps-25 - Intl
tttttgctgtctggaaaaatttcalgattctgaaattaggaatcacaaagtagcaaacalcgatttgaaaga
Um671/26S; guidebox D’(9nt)

Um227/18S; guidebox D (12nt)

rps-27 — Intl-varl
atgtgcttaataécEttcatgaaaatttgttgtttcaaaagtttttgtgcgacaaaccgccclttttctgagat
Am1022/26S; guidebox D’ (9nt)

Am2476/26S; guidebox D’(9nt)

Um309/26S; guidebox D (10nt)

Cm2477/26S; guidebox D (9nt)

rps-27 — Intl-var2
agtttttgtgcgacaaaccgcccItttthgagattgaacgattcttgtattcaacttgttaaatctglacatctaatgct
Um309/268S; guidebox D’-1(10nt)

Cm 2477/26S; guidebox D’-1(9nt)

Am2225/26S; guidebox D’-2(10nt)

Am2779/26S; guidebox D’-2(9nt)

Um108/U1; guidebox D (9nt)

4. C/Ds in RPGs with different variants whereof all have orthologes in C. briggsae

rpl-3 - Int1-Varl
agtgttatggtgcgtttttggtgtcatttgglgl@gtgattacaagtctgtatttgcagtcgcgtttcttaagtcggttgccltccgctgtact
Cm1683/18S; guidebox D’(9nt)

Cm3202/26S; guidebox D’(9nt)

Cm2462/26S; guidebox D’(9nt)

Am407/18S; guidebox D (10nt)

rpl-3 - Int1-Var2
gtttcgtgattacaagtctgtatttgcagtcglgtttcttaagtcggttgccttccgctgtacttatgtacatgatggtaaacgaactglgtggctaaagc
Gm2863/26S; guidebox D" (9Int)
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Gm1726/26S; guidebox D" (9nt)
Gm149/268S; guidebox D' (9nt)
Um3163/26S; guidebox D (10nt)
Um477/268S; guidebox D (10nt)

rpl-12 —Int2-varl

tttaatgcgttgggtcgggggt_cga_tlggctctcatcccctggtctcttacttcataagtttgtaaaagtdgtgacttaaa
Um920/26S; guidebox D’-1(11nt)

Am3172/26S; guidebox D (10nt)

rpl-12 —Int2-var2
aaaagtttgtgacttaaagactagtaacctaagtgattttcatgctccglgagtttgattttt

Gm682/18S; guidebox D (11nt)
Gm2138/268S; guidebox D (9Int)

rpl-12 —Int2-var3

gacttaaagactagtaacctaagtgattttcatgctccgtgagtttgaﬂtttcctgggttt
Gm42/18S; guidebox D (11nt)

Am950/18S; guidebox D (10nt)
Am2917/26S; guidebox D (9nt)
Gm26/U4; guidebox D (9nt)

rpl-12 —Int2-var4
acttcataagtttgtaaaagtttgtgacttaaagactallaacctaagtgattttcatgctccgtgagtttg aﬂtttcctgggt
Cm678/18S; guidebox D’(10nt)

Gm42/18S; guidebox D (11nt)
Am950/18S; guidebox D (10nt)
Am2917/26S; guidebox D (9nt)
Gm26/U4; guidebox D (9nt)

rpl-31 - Intl-sno2-Varl
ttctggtgagtggcgltctccagaaacgccgttcgtttctcattcgagaatcggacggagatctcaggglcatcctcaaa
Gm376/18S; guidebox D’(9nt)

Cm1401/18S; guidebox D (9nt)

rpl-31 - Intl-sno2-Var2
gttttctggtgagtgg-catctccagaaacgccgttcgtttctcattcgagaatcggacglagatctcaggggc
Gm376/18S; guidebox D’(9nt)

Gm2086; guidebox D (9nt)

rps-6 - Intl-varl
gaagtgatgtttctgtgtclaatcctcattgtttcac gtgctttttcttcgctgalatggctgtgactagacatacattgagagtcccagtttttgttdtgaaccgattct
Um2531/268S; guidebox D’-1(9nt)

Um2894/26S;guidebox D’-2(9nt)
Am942/18S; guidebox D (13nt)

>rps-6-Intl-var2

gaagtgatgtttctgtgtcaaatcctcattgtttcac gtgctttttlttcgctgaaatggctgtgactagacatacattgagagtcccagtttttgtt:fltgaaccgattct
Gm57/268; guidebox D’(13nt)

Gm2499/268S; guidebox D’(12nt)

Gm392/268S; guidebox D’(11nt)

Gm568/268S; guidebox D’(10nt)

Gm58/268; guidebox D’(9nt)

Gm368/268S; guidebox D’(9nt)

Gm2022/268S; guidebox D’(9nt)

Gm528/18S;guidebox D’(9nt)
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Am942/18S; guidebox D (13nt)

5. C/Ds in RPGs with different variants, some of which have orthologs in C. briggsae

rpl-7a - Int3-Varl

attttttatcagagtcatgtactataagclagccttgagctttgcactgacgcatttactcﬂataggtgaagt
Um?755/18S; guidebox D’ (9nt)

Um2133/26S; guidebox D’(9nt)

Um 2821/268S; guidebox D’(9nt)

Cm733/18S; guidebox D (9nt)

rpl-7a - Int3-Var2

agagtcatgtactataagclagcctt agctitgcactgacgcatttactctgataggtgaagtaaggctittgacttt
Um755/18S; guidebox D’-1(9nt)

Um2133/268S; guidebox D’-1(9nt)

Um 2821/268; guidebox D’-1(9nt)

Am1090/18S; guidebox D’-2(9nt)

rpl-7a - Int3-Var3
gagtcatgtactataaéﬁ.agcctt agctyt: cactgacgcatttactctgataggtgaagtaaggcttttgactttacgctgttatgtttccagtggtalttttctgtttt
Um755/18S; guidebox D’-1(9nt)

Um2133/268S; guidebox D’-1(9nt)
Um 2821/268S; guidebox D’-1(9nt)
Am1090/18S; guidebox D’-2(9nt)
Um?2918/26S; guidebox D (11nt)

rpl-7a - Int3-Var4

atgtactataagcaagccttgagcdtgcactgacg ca;ltactctgataggtgaagtaaggcttttg acﬂtacgctgttatgt
Am1090/18S; guidebox D’-2(9nt)

Am1549/18S; guidebox D’-2(10nt)
Am1151 guidebox D"-2(9nt)
Gm1216/26S; guidebox D (11nt)
Gm1440/18S; guidebox D (10nt)

rpl-7a - Int3-Vars
tgataggtgaagtaaggcttttgactttac gctgttatgtttccagtggtalttttctgttttca
Um2918/26S; guidebox D (11nt)

rpl-30 - Int1-Varl
taattgagaaggagtagctglcccgctcattctgtcacgggcttcgggtgctcaatgtaagcgctcgcgaattctccaatattcgaacgcctgatga
Gm1902/26S; guidebox D’(11nt)

rpl-30; - Int1-Var2
agcgatggagtaatccggagctcgggtgatttaattgagaaggagtagct!lcccgctcatt
Gm1902/26S; guidebox D (11nt)

Gray = double stranded regions, yellow = C* and C boxes, green = D’ and D boxes, red = the
complementary nt at the target site is methylated. Bold and underlined letters represent the
antisense elements, italic letters indicate G-U pairings corresponding to the target site. If more
than one possible target site is given for a given box, the underlined antisense element belongs to
the first target site in the list. If potential targets were found for two possible D’-boxes, the boxes

are numbered by their position from the 5"-end (e.g., D’-1; D’-2). In those cases both antisense
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elements are marked only if they do not overlap each other. Var denotes variants with different

possible C or D boxes.
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Table S25: Compilation of all computationally (com) derived “possible” H/ACA
snoRNA candidates that did not fulfill the criteria described in results

Comp. found H/ACAs, which do not fulfill our stringent criteria

rps-22-Intron 1
aatagatgatgatgctggcagectcggte caaaaaatgaccaaggctctccgtgaatttagaatttagtg-actcggttttatttccaa

acataactttcggttctaattaaacggagaeaccc

W08G11.3 - Intron 2
ctggcaaaaaatggttgaaaagcaagaattttageclagaaatgtgaaattiticgaaaaatgaattcttacttctecteggggagtitacga

Sequences marked in purple denote box H and ACA.
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Table S25: Oligonucleotides used for pre-selection and sequencing

name

sequence 5° — 3’

Annealing °C

Oligonucleotide sequences used for preselection

pSPORT
SNI
CeUl
CelU2
CeU4
Ce5S/1
Ce5S/2
Ce5S/3
Ce5.8S/1
Ce5.8S/2
Ce5.85/3
Cel8S/1
Cel8S/2
Cel8S/3
Cel8S/4
Cel8S/5
Cel8S/6
Ce28S/1
Ce28S/2
Ce28S/3
Ce28S/4
Ce28S/5
Ce28S/6
Ce28S/7
Ce28S/8

CGTGCATGCGACGTCATAGCTCTTCTA
ACTAGTTCTAGATCGCGAGCGGCCGCTC
CACGCAGCCCCGATACGCAAAAAT
TTTTTGGAACCTAGGGAAGACTCG
CCCGCGATGTCCCCTGAAAC
GCTTACGACCATATCACGTTGAATGCACGC
GATCTGGCAAGTTAAGCAACGTTGAGTCCA
TACTTGGATCGGAGSCGGCCTGGGAATCCT
CGATACTCGATGCAACCGATCCATCGCTGA
GCGTCTGCAATTCGTGGTAAGTAACGCAGC
CAACCAGACGTACCAACTGGAGGCCCAGTT
GCAGACACCCTTTCCGGATAGAGTCAGTCG
GATACACTAGGAGAGCTGGAATTACCGCGG
CTGTTGGGCGTCTCACTACGGTCCACGAAT
CGCCAACTATTTAGCAGGCTAGAGTCTCGC
CCCTATCCCGGACATGGAAGAATTTCAACG
CTCGAAGCGACAGTCCCCACTCTTCTCGAA
CAACCCGACTCCAAGGAGCAAGCGAACCAA
CGTAACTAAACGCTAGCCGCCACGAACCCA
CCCACTTGGACCTCGCATTCACGTTGACAG
CCTTCCTACTCGTTACGACCTGGCGCTAGA
CGAGACACCACAGAAACCGCGGTGCTTTTC
GTCAACGTCCGCAAGGACCATCTGTCACCT
CCTGTCTCACGACGGTCTAAACCCAGCTCA
GGCGTTGGCAAGCGTCGCAGAATTCACTAC

Oligonucleotides used for sequencing and colony PCR

M13-FSP
M13-RSP

GCTATTACGCCAGCTGGCGAAAGGGGGATGTG
CCCCAGGCTTTACACTTTATGCTTCCGGCTCG

65
69
64
60
64
66
65
69
68
68
69
69
68
69
68
66
69
69
69
69
69
69
69
69
69

71
70
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Table S26: Oligonucleotides used for Northern blots

name sequence 5’ — 3’ annealing °C
tRNA modifying snoRNAs
Ce62 GCAAAGTACAGTGGCACGTTCTCTTCAC 62
Ce63 CCGCCCTAGTCGCAAACTCTCATC 62
Ce94 CCCTGAAGTGGGAATAGGAATGATAACC 61
Ce245 GGTGTCTCGACATATTGGCATTCGG 62
Ce246 GCGCTCAGCAAATGGGTATGTTATCA 62
comCe3 GGTCTTGCGATAGAGACGGGAACTC 60
compenstory mutations in snoRNAs
Cel38 CTTCACGGTTGGTGCAGATGTCC 60
Ce234.2 CATGATGAGAATCAACTGACTCGGCTAC 60
presence/absence of snoRNAs
comCel4 CGAATATGACCGAGTGCAGCGAA(T)AAAA 64
comCel5 AGTTTAAAATGAGAGAAACCCAGCTAAAAAT 58
Ce356 TTGTGTGACAACCGTT(T) AAAAATCGAGA 61
Ce273 TGT(CATC)GTTCACACCAGGAAAAATAGAA(T)A 62
Ce80 CTAAAAACTAGAAGATATAGCACCAACACATACATAAGG
61
comCe7 GGACTTCACACGAGACATGCTTATTGATA 60
comCel2 CTAAACTAAACGTCGAAAAGCACAGGCA 62
Ce236 AACATGAGCATCAAAATATGAAGCACAT 58
transposon CELE45/PIGGYBAC
Cel57 GACGATCCGTTCTTCAAGTGCTATGC 61
Ce268 GCAGCGCGCATAGGCACTGA 62
Ce293 TGTCTGAATACACCCAATTTCCTAATGAA 59
C/D box snoRNAs
Ce86 CTCTGGTTTACAGCCATGGTAGCGT 64
Ce96 CTGACCTCGAAAGGACAGGGTTCTC 65
Cel35 TGTACACTGGGTCTTTAGTAAGGCC 62
Cel39 GCATCATGGATTCAGCCGAAAGATG 62
Cel67 AAGCCTCAGCTAATGAAATCACCTC 60
Cel71 CAGCTCAGACGTTGCGCATATTTCC 64
Cel77 GCTCAGACGTCCAAGGAAGTTTAGC 64
Ce223 GCCATCATACTTTCTTGTCATCATG 59
Ce243 GCTCTGATAGGGGCGAAATTTCTCA 62

64



Ce254a/b CTCAGACAAATGCCTCATATCCGCA 62

Ce304 GTGCTCTGATAATGTAGGAAGACAT 59
comp found C/D box snoRNA

comCe4 GTTTTCGTCATCGGTAACAGATTCAGG 60
known C/D box snoRNAs

Ceb61 CTCAGACGGGGAAAGTTAATCTTCA 60
Ce81 GGATCAGACCCAAAATTCAGCCCG 64
Cel00 GAGCTCAGACTAAGGCGTACTATTT 60
Ce209 GAGCTCAGAGATCCTAGTGGACTCA 64
Ce230 TGTCCTCAGTTGGTGTTGCATGGAT 62
Ce239 GTCTCAGAATTGTATAAGATTGATC 55
H/ACA box snoRNA

Ce23 CGGATGAACTTTTAACGCACACCCT 62
Ce27 AATCGAAGGAGTGGACATCATTCCG 62
Ced48 GTCATGGGACGCGACGTTAGCGAAT 65
Ce57 AATTGTGCACGAAGATGGTGTGCAC 62
Ce58 GGAGCGGGAATAAAGGACATGTTTT 60
Cel76 CATCAGGTGATCATTAGCTCACAGG 62
Cel92 TGAAGTCGGGGAGCGCAAAAGCAAG 65
Ce375 CCCGAGGAGAAAAGGAACCATATTG 62
Ce375/2 TATTGCATTAAAAGCAAACCGGCAC 59
new U5 isoform

Cel3 TGCCTTGCTCTTTCGAGAAGGCTCC 65
others

Ce228-2 GCTCACATCGGCGGTGCTCAG 63
Ce228-1 TATAGCGAGATCAATCTAGACCGAAATACG 60
Cel42 CCGGTAGTCAAGTTAGTTCGTATGGGG 61
Ce220+129 GGTCAAGTTGATGCCGATGGGA 61
Cel+5 GGCTCCGTGCGGTCATCAAG 60
Cel+5rev CTTGATGACCGCACGGAGCC 60
Ce26 CGATCAGAGTAGGCCCTATGCTGTTCTAAG 63
Ce87 GCTGATTGGCAATGGCGGAG 60
Cel04 CCTGCTCTAACCCAATTCAACTCGTC 60
Cel06 GTGTCGCGATGAACATTTATGACCAT 60
Cell8 GAAGCATCTGAGTTAAAAAGCTCATTTCG 60
Cel48 GCCAATTTCGCATCATTTCCCTTC 62
Ce244 CAATCTATAAACAAACAGCATCACATCTACGG o6l
Ce296 TTGTTCCAAAGGTCAAGCTAACTACATCC 61
Ce347 CCCGTTCGTTCGCCTTTATCTGC 63
Cel2l AAGTGGTCTGAAGGTATTGAGAAGGCTG 60
Cel50 CCGGTCAAGGGATGTCTATGGGG 62
Ce342 GTCCTAGGTCCATATAGATACAACAAAGAATGC 60

Ce9a/b AGAATCGGGCTGGCAGGCGGGTATT 67
65



Ce210
Ce376

TGCATGGTTTGTCCTAACCGTCACG
TTTTCAAATGAAGAGAGTACAAATG

64
64

66



	Supplemental materials: Sequences and Oligonucleotides 
	GenBank accession: DQ789401-DQ789568 
	Table S1: Novel C/D box snoRNAs, group I for C. elegans 
	I.1 C. elegans novel C/D-candidates in INTRONS OF RPGs 
	ComCe1
	ComCe3
	ComCe16
	ComCe18
	ComCe19

	Ce86 
	Ce104.2
	Ce151 
	Ce169
	Ce251
	Ce254b 
	Ce297 
	Ce55 
	Ce59

	Ce94
	Ce96 
	Ce98
	Ce100

	Ce167
	Ce238
	Ce254a 

	 
	The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank accession number and coordinates are given in column two or three. Gray = double stranded region, yellow = C’ and C boxes, green = D’ and D boxes, red = the complementary nt at the target site is methylated. Letters in parenthesis indicate that the cDNA is longer than the snoRNA sequence. Bold and underlined letters indicate the antisense elements, italic letters indicate G-U pairings corresponding to the target site. Capital letters represent cDNA sequences. The additional sequences completed by Wormbase or GenBank information are in lower case letters. Target sites are from rRNA, U-RNA or tRNA. Targets verified by the modification study of 26S rRNA (Higa et al. 2002) are shown in red letters. Letters in bold in predicted targets indicate that the same sequence is targeted by the C. briggsae snoRNA orthologs. RPGs = Ribosomal Protein Genes. Designations in parenthesis refer to Deng et al. 2006. 
	 
	I.1 C.briggsae novel C/D-candidates in INTRONS OF RPGs 

	ComCb18
	Cb86
	Cb173.3
	 
	Cb173.1 
	Cb173.3 

	Cb234.1 
	Cb234.2 
	 
	I.4 C. briggsae novel C/D-candidates found by blast  
	 
	Group I: novel C. elegans H/ACA-candidates 
	I.1 C. elegans H/ACA-candidates in INTRONS of Ribosomal Protein-Genes (RPGs) 
	NCBI 
	sequence
	predictet targets
	AC087079 
	11296-11158 
	Z70684 
	20611-20481 
	5011-5131 
	rps-26
	I.2 C. elegans H/ACA-Candidates in INTRONS of OTHER GENES THAN RPGs 




	sequences
	predictet targets

	P1:  29/18S 

	ComCe13
	ComCe15

	The number of clones describes their frequency in the sequenced cDNAs. The NCBI GenBank accession number and coordinates are given in column two or three. Purple = box H and ACA, Gray = antisense element Capital letters represent cDNA sequences. The additional sequences completed by Wormbase or GenBank information are in lower case letters. Target sites are from rRNA or U-RNA. Letters in bold in predicted targets indicate that the same sequence is targeted by the C. briggsae snoRNA orthologs. RPGs = Ribosomal Protein Genes. Designations given in parentheses refer to Deng et al. 2006. 
	 
	Group I: novel C. briggsae H/ACA-candidates 
	I.1 C. briggsae H/ACA-candidates in INTRONS of Ribosomal Protein-Genes (RPGs) 
	comCb8
	CAAC01000129 
	ComCb11
	CAAC01000013 
	I.2 C. briggsae H/ACA-Candidates in INTRONS of OTHER GENES THAN RPGs 

	sequences
	predictet targets


	ComCb13
	CAAC01000044 


	The Sanger database accession number and coordinates are given in column two. Purple = box H and ACA, Gray = antisense element. Target sites are from rRNAs or U-RNAs. Letters in bold in predicted targets indicate that the same sequence is targeted by the C. elegans snoRNA orthologs. RPGs = Ribosomal Protein Genes. 
	Ce75 

	Ce139 
	Ce177 
	Ce209 
	Ce245 
	Ce285 
	Ce325 
	Ce372 
	Ce138a 
	Ce138b 
	Ce230 
	Ce243 
	Ce246 
	Ce252 

	Ce271 
	Ce304 
	Ce354 

	Cb139
	NCBI
	Ce280 
	6548-6414 



	P1:  1523/ 18S 
	AF003151 
	AC087079 
	10925-10785 
	5818-5944 
	sequences
	predictet targets
	P1:  6/U4 


	Ce375 
	ComCe14 
	NCBI 
	sequence
	predictet targets

	P1:   1435/18S 
	Ce176 
	BlCe176 



	predictet targets
	P1:  1517/18S 
	CAAC01000101 

	P1:  1517/18S 
	CAAC01000129 
	CAAC0100006 
	sequences
	predictet targets
	Cb25
	Cb48
	TACGCGTCTTTTCATCCAATTGTCAATGTGTAATCCAATGTTGATGATTCAGCGAATTCATTCAGACGCAATACTGACAACTTCTCCATTGACATCTAGTCAGACTAAACTGGCTTGGATACAATTAGGAAGTTTACATTT



	AACCGAAGAGTAGTCATTTGTATATGTTTCTTATATGTACAGAGTTACACTCTTCGAATATCAGTGCTTCTTCTCGTTGGAGTTGTTTGATTTATGAGCAATTACCTCTATTCTGAAAGCAACAATT
	TGTGCAGTTTCTCTCATGGTTTTCGACTGCTGACCGTAAATTTTCCGGTCAGAGGTCGTTAGAGAACTGCTATATAAGCCTAGCTCGAGATGCGTGTGCTGGTTTGCTTCCAATGCGAACTGGTTCCTTTTCTCCTCGGGACAATT
	ComCb14
	CAAC01000044 
	NCBI 
	sequence
	predictet targets
	CAAC01000085 
	21658-21521
	CAAC01000005 

	P1:  2154/26S 
	Cb176



	The Sanger database accession number and coordinates are given in column two. Purple = box H and ACA, Gray = antisense element. Target sites are from rRNAs or U-RNAs. Letters in bold in predicted targets indicate that the same sequence is targeted by the C. elegans snoRNA orthologs. RPGs = Ribosomal Protein Genes. 
	NCBI 
	sequence
	AB125754 
	tccccgtgattacaaacattgctgaaacctgcccacccgaaagcttcgagattggcgtgggggccgatcgaggaaaagctgacaacggtgggaaccatgatacagattatgagagatgaggga
	AB125759 
	AY948700
	gacaggatgatgagtcactcgctgagtgacaataagccgagtgttagcggtttttatgtaatcgtgatgatcattccctcaaaagcgataattgtgaactgactgtc
	NCBI 
	sequence
	AY948665
	agtcaatgatgttttttcaagacgggaccgactggtgaatgatgcataaatgaaatgctgagact
	AY948615
	attgcagaccggtgatgaaactgttctaggaagtgccgtcttagaaacaatgattatgaattggacgctgaggtca
	SANGER 
	sequence
	CCGTATGATTACAAACTTCGCTGATACCTGCCCACCCGAAAGCTCAGAGACTAGGAGTGGGGTCCCGGTTGAGGACGGCGCTGACAACGGTGGGAACCATGATACAGATTATGAGAGATGATGG
	CAAC01000044 
	GACAGGATGATGAGTCACTCGCTGAGTGACAATAAGCCGAGTGTTAGCGGTTTTTCACAACCGTGATGATCATTCCCTCAAAAGCGATACATGTGGTCTGACTGTC
	SANGER 
	sequence
	CAAC01000056 
	AGTCTATGATGTTTTTTCAAGACGGGACCGACTTGTGAATGATGCATAACAGAATTGCTGAGACT
	NCBI 
	sequence
	AY948682
	gtggggcacagagttgcagttgattgaaactaaatcatgtgcgctaagttgtcccgaaagtatctttggatttctacaaaacagtgttccttctttaggatgctgatccgtagagatctgaacaaat
	AY948692
	cacggccagtttgagttgattcgctctttcgcaatagagctttgagtcaaattactgtccggaaattatagagatgaagctcatttggagcaataacaattgttgaagctccgaaaatgatgctcttcccacaatt
	AY948713
	caaccactattcaagttaatcttatgaaaattattgataagatgattatagaactgtggaatataaacgcgaagcgaattataaaagcagagtgttactttccaaaaatgtttttttaatgaaatttttggtcttagacactcagacaac
	AY948592
	ttccactgcgaagtcagcagactagtcaatcgattagtaggcgttacagtggtggaatatcaagatttatgtacaccgtctttgcttgaaacagtttttgtttttgctttgttcggaacgtttttcatgggactgagagttggaaatttagcactggtcgtttacagggttgtcctgcagtcaattctaagttaccttagtttatgtcccacacat
	AY948646
	tatccatgtttactactacttttcatctctttttcactgaaatgtcgagtatttttgcgatgcatggtaaagaaatcaaggtgaccaggtttcttttcaattttcccccataattgaagagttacaatgccatctgacaagg
	AY948648
	gattgtcgtgaatcttgatcggcgtgtttattttacccgcgttgattgtaaaggccgacatatatcaaaatttgacattaatgctggaagtttctgaaatagttccatttttcttccaattatttcaaatgtcaaacaaac
	AY948595
	ccgaagtgcgatatccagacagaactttaagagtactgcttggactgagtttactaacttcgaatatgaaatagttgatcgataaccggaatatactcaaaaaaaaaggtgtgctccggacaaaaatcaactaacaaaa
	NCBI 
	sequence
	AY948698
	gcccccattatctttccatcaaatgatttaggacgtcattgatggcttagaatggggaaaattgaatcggtagaatgtgatttgtgagttgttcactgacacgtggcaactcgtattcgctacttcctacattt
	AY948699
	gtgccggatttaaacacttctgagttgctcacatgctcagaagaacaaggttcggaaaattagtgatcatttgatgtgctgaactccaaagagtcaaaactgagttggtgatcgtacattt

	The NCBI GenBank accession number is given in column two. Purple = box H and ACA: RPGs = Ribosomal Protein Genes. 
	SANGER 
	sequence
	CAAC01000079 
	GGGGGGCACAGAGTTGCAAGTGATTGAAACTAAATCATCTGCGCTAAGTTGTCCCGAAATGGTGTTTCGGATTTTAAGAAAATGATGCTTGCTTCATGAAGTGTCGTTGATATCTATTCGAACAATT
	CAAC01000016 
	CCACGGGCAGTTTGAGTTGATTCGCTCTTTATTGATGGAGCTTGGGTCAAATTACTGTCCGAAAATGATAGAGAAGAAGATCTAATCAATTTGAATTGTCTTCCTTATGAAGATGATTTATCAATAGTCTCTTCCCACACTT
	CAAC01000001 
	CATTTTTCGTCGATTTCTAAGTGGAAAATAAAGAAGCGAAGCGAAAAAAAAGCAGAGTGTTACTTTCCAGAATTTCCCCCCTTTTCAATGGAATTCCTGGTCTTAGACACTCGGACATTT
	CAAC01000141 
	CACTGCGAAGTCAGCAGGCTAATCATCCGGTTAGCAGGCGTTACAGTGGTGAAATAGCAAGAAATTTGCATCCCGTTATTTGCTTGAGACAGTTTTTGTTTCTGCTCTTTTCGGCGCGTTTTTCATGGGACTGAGAGTTGGAGATTAAGCACTGTTCGTTTACAGGATCTTCCTGATGTCAATCCTTAGTCACCTTAGTTTATGTCCCACACAGTC
	CAAC01000033 
	Not orthologous locus! 
	CAAC01000088 
	GATTGTCGTGAATCTTGGTCGATGGGCTTATTTTACCCCCATTGATTGTAAAGGCCGACATATACCAGTTTCGACGGTTACTTACAGGAACAGCCTGAACATTTTGATTTTTGAAGGTTTTTTCTGTAAGCTTGTAATTGCTGTCGAACATTA
	CAAC01000045 
	1575251-1575389
	CCGAAGTGCGATATCCAGTCATTGAATTCATTTTAATGTTTGGCGTGTTGTTTTTTTATTACTTCGAAGAGAGAATAGCTGTACGATAACCAAAACAGCTCCCTATCGGGTTGCTTGGGACAAAAATCAGCTGACAACC
	SANGER 
	sequence
	CAAC01000088 
	CAATCCCATTATCTTTCCATCAGCCGATTTTGAAGTCACTGATGGCTTAGAATGGGAGATATTGTCAGGTCGAATCTGATAAATGATTCATAAGCCCTAGTTTGTTGCATCATTTCATTCTACCGACAAAC

	The Sanger database accession number is given in column two. Purple = box H and ACA: RPGs = Ribosomal Protein Genes. 
	 
	Group I: novel spliceosomal isoforms for C.elegans 
	 
	I.1 Novel C. elegans isoforms of U4 and U5 in INTRONS 


	NCBI 
	sequence
	Ce13 
	Ce119c 
	aactctggttcctctgcatttaaccgtgaaaatctTTCGCCTTTTACTAAAGATTTCCGTGCAAAGGAGCATACATTGAGTATTATATATAATTTTTGGAGTCCCCTTGAGAAAGCGGGACa
	ctttgcgctgggGCGATAACGTGACCAATGAGGCTTTGCCGAGGTGCGTTTATTGCTGGTTGAAAACTTTTCCCAATTGCCCGCGATGACCTCTGAAACATGGGTGCCATACGCAATTTTTGAACGCCTCTAGGAGGCAGaa

	I.II Novel C. elegans isoforms of U1 in INTERGENIC REGIONS 


	NCBI 
	sequence
	Ce11g 
	Ce11h 
	I.III Novel C. elegans isoforms of U6 found by blast search 


	NCBI 
	sequence
	BlCe378

	NCBI 
	37825-37971 
	SINE CELE45
	NCBI 
	13351-13068
	Cb106
	Cb296
	Cb1c
	Cb5a
	Cb9b
	Cb26
	Cb129/220

	Seq. was found 11 x in C. briggsae; determination of the ortholog not possible
	Cb347

	 Table S20: Experimentally found, previously annotated histone-hairpin cDNAs for C. elegans 
	 
	Group III: histone hairpin RNA 

	NCBI 
	 
	 
	 
	 Table S21: Experimentally found, previously annotated full-length spliceosomal cDNAs 
	 
	 
	 Table S22: Experimentally found, previously annotated full-length C. elegans splice leader RNAs 
	NCBI 
	Ce20 

	ggttttaacccaAGTTAACCAAGGTTAGCATGGAATTCGATCTTTCGAAAGAATGTGTCGAACACAAAAATTTTTGGAACAGCTTCCTCGGGGTTTCCGTGGAGGCAAa

	 
	The number of clones describes their frequency in the sequenced cDNAs. Annotated sequences are available at Wormbase or NCBI GenBank. Accession numbers and locations are given in the third column. Capital letters represent cDNA sequences. The additional sequences completed by Wormbase or GenBank information are in lower case letters. Designations given in parentheses refer to Deng et al. 2006. 
	 
	1. C/D sno RNA-candidates from neighboring H/ACA-introns 
	T08B2.9a – Int8 


	C10C6.6 – Int3-sno1 
	 
	C10C6.6- Int5 
	Y43F4B.6 - Int4-sno1 

	Y43F4B.6 - Int4-sno2 
	K02C4.4 – Int8-sno1 
	2. C/D sno RNA-candidates from neighboring C/D-introns 
	 
	2.1 C/D snoRNA-candidates from same intron/intergenic region in which a library-C/D was found 
	Y116A8C.35 – Int1 
	 
	F54C9.1 – Int2 


	Intergenic region; neighbourhood of Contig138 
	Intergenic region; neighbourhood of Contig246 
	2.2 C/D sno RNA-candidates from neighbouring C/D-introns 
	C27H6.1 – Int-1sno1 
	C27H6.1 - 1sno2 

	 
	C27H6.1 – Int2-sno1 
	C27H6.1 - Int2-sno2 
	 
	C27H6.1 –Int2-sno3 
	C27H6.1 – Int5 
	 
	C27H6.1 – Int8 
	 
	C27H6.1 – Int9 
	C27H6.1 – Int10-sno2 



	R166.5b -Int2-sno1 
	 
	R166.5b – Int2-sno2 
	 
	ZK994.3 - Int4-var1 
	ZK994.3 - Int4-var2 
	ZK994.3 - Int6 
	ZK994.3 - Int8 
	ZK994.3 - Int9 
	ZK994.3 - Int14-sno1 
	ZK994.3 - Int14-sno2 
	ZK994.3 - Int14-sno3 
	ZK994.3 - Int14-sno4 
	F46F11.9b - Int4 
	F01D5.10 - Int1-var1 
	F01D5.10 - Int1-var2 
	 
	F01D5.10 - Int2 

	F48A11.5 - Int2 


	 
	F48A11.5 - Int5 
	F47G9.3 - Int4 
	C08D8.1 - Int2 
	C07A9.11 - Int11-sno1-var1 


	 
	C07A9.11 -Int11-sno1-var2 
	C07A9.11 -Int11-sno2 
	C07A9.11 -Int11-sno3 
	C04G6.1a – Int2 
	 
	C04G6.1a - Int4-sno1 
	C04G6.1a - Int4-sno2 


	C27H5.1-Int1-Var1-Sno1 
	 
	C27H5.1-Int1-Var1-Sno2 
	 
	C27H5.1-Int1-Var2-Sno1 


	C16D9.2a - Int7 
	 
	C16D9.2a – Int27-sno1 
	U11029-Int7 
	C05H8.1 - Int5 
	 
	C05H8.1 - Int6 


	3. C/Ds in RPG-introns 
	 
	rpl-3 - Int1-Var1 

	rpl-7a - Int3-Var1 
	rpl-7a - Int3-Var2 
	rpl-7a - Int3-Var3 
	rpl-7a - Int3-Var4 
	rpl-7a - Int3-Var5 
	 Table S25: Oligonucleotides used for pre-selection and sequencing 
	 
	Oligonucleotide sequences used for preselection 
	Oligonucleotides used for sequencing and colony PCR 
	 
	 Table S26: Oligonucleotides used for Northern blots 

	 
	compenstory mutations in snoRNAs 
	presence/absence of snoRNAs 
	transposon CELE45/PIGGYBAC 
	C/D box snoRNAs 
	known C/D box snoRNAs 
	Ce81  GGATCAGACCCAAAATTCAGCCCG   64 

	H/ACA box snoRNA 
	new U5 isoform 
	others 
	Ce210   TGCATGGTTTGTCCTAACCGTCACG   64 



