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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  
 
I.1 C. elegans novel C/D-candidates in INTRONS OF RPGs 
 
name NCBI 

 
sequence predicted targets 

ComCe1 U41534 
6843-6758 
Rps-13 

ttgatctgaggagttacttggtgcgattccgataactac
catatgatcatcaactgggctaccatttttccaagtttga
aaatggg 

Gm1926/26S; guidebox D´(11nt) 
Gm452/26S; guidebox D (9nt) 

ComCe2 Z69337 
1239-1300 
Rpl-3 

gttctatgaagaaaaagtctgcaattcgtactgtatggc
gactatattttatctgagaac 

Gm75/5.8S; , guidebox D´(10nt) 

ComCe3 U58760 
3026-3096 
Rpl-22.2 

gctttttaaaattaatcagcctcatcaagtcgatagagtt
cccgtctctatcgcaagaccaggcttagggt 

Gm61/U4 guidebox D´(9nt) 
Gm1265/26S; guidebox D´(10nt) 
Gm30/tRNAThr; guidebox D (10nt) 

ComCe16 AF000196 
3642-3589 
Rpl-4 

gacataattagattcggttattgattattttaatttcaaact
aacttctgtgtt 
 

Um 1025/26S; guidebox D´(11nt) 
Um3087/26S; guidebox D (11nt) 

ComCe18 AC024780 
13253-13195 
Rps-4 

gaatgaaggtcgggggccgcgagggtcgtaaaagtc
cggctaaggttggttgctaattc 

Um 726/26S; guidebox D´(9nt) 
Um3301/26S; guidebox D´(9nt) 
Um 1345/26S; guidebox D (9nt) 
Um5/tRNAArg; guidebox D´(10nt) 

ComCe19 AC006729 
13141-13068 
Rpl-7a 

attttttatcagagtcatgtactataagcaagccttgagc
tttgcactgacgcatttactctgataggtgaagt 

Um755/18S; guidebox D´(9nt) 
Um2133/26S; guidebox D´(9nt) 
Um 2821/26S; guidebox D´(9nt) 
Cm733/18S; guidebox D (9nt) 

 
 
I.2 C. elegans novel C/D-candidates in INTRONS OTHER THAN RPGs 
 
name numb

er 
of seq. 
clones 

NCBI 
 

sequence predicted targets 

Ce18 2 Z74041 
20521-20595 

gcctgtgatgcttttcatgcgtgtcaGCTG
AGATCCCCTGATTAGAACC
ACCCTTGAGGTTGTATTAA
CTGAGGC(TA) 

Cm2407/26S; guidebox D´(15nt) 
Um292/26S; guidebox D (10nt) 
Um 3136/26S; guidebox D (9nt) 

Ce67 6 Z81042 
7933-7867 

gggcggtgaAATTGTTGCACAG
ACCTGTTCCTATTAGTTCA
CTGAGGAAAATAGCAATCA
TGAGCCT 

Am1389/18S; guidebox D´(12 nt) 
Gm336/18S; guidebox D (11nt) 

Ce86 
(CeN35) 

5 U64858 
479-414 

ggcccgtgaaGACACGAATTAC
CGTCTGATAACTAATGACG
CTACCATGGCTGTAAACCA
GAGGCC(GA) 

Um560/18S; guidebox D´(9nt) 

Ce97 2 U29535 
8107-7978 

atctgtcaatgaagaattgtgcaggGGTC
CTGAAATCGGCCGAGATGT

Cm57/U6; guidebox D´(12nt) 
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GTGCCGATGGGCTTTCGGG
AATCTGGATATCGGTTTCTG
GATCGAAGATTGGTTCAGA
AAGATAGCACCCACCGAGA
CAGat 

Ce104.2  AL021481 
16441-16370 

TGAATTGACGAGTTGAATT
GGGTTAGAGCAGGTGATG
CTCGATGGAAATGATCACA
AATTAAAAGCTGATCA 

Um538/26S; guidebox D´(10nt) 

Ce110 
(CeN42) 

3 Z50795 
17966-17908 

tttgatgattacTAATACTTCGCTG
TCTTTAGAGGACGCGGAGA
TTGTGAGACTTGAAA(CAT) 

Gm1259/26S; guidebox D´(10nt) 
Cm1010/18S; guidebox D (10nt) 

Ce135 
(CeN25-1) 

9 Z68493 
28489-28418 

tttcttataatacTTCAGGGCCTTA
CTAAAGACCCAGTGTACAA
TTTTTGCAGCCCTGTCTTCT
GAGGCAGG(GG) 

Gm1067/26S; guidebox D´(11nt) 
Gm 35/U4; guidebox D´(10nt) 
 
Cm187/18S; guidebox D (10nt) 

Ce151 
(CeN129) 

2 U64854 
7896-7962 

ctcgatgacgattcacctagctcactcagac
ATACAACTGGTGATAAAAA
AATTTCGTGTCTTAGAG(AC
) 

Cm 3060/26S; guidebox D´(10nt) 
Gm1373/18S; guidebox D (10nt) 
Gm1117/26S; guidebox D (11nt) 

Ce169 1 U55854 
23529-23456 

cagtcgaggaGGAAAGTTTCCA
TGCACCACTCTGAAGGATA
GTGTGGATTATGGTTCACA
ATTTACTGAGGCTG 

Gm 1236/18S; guidebox D´(12nt) 

Ce173.1 
Ce173.2 
Ce173.3 
(CeN128) 

3 Z49069 
 
173.1 
13736-13830 
173.2 
13832-13892 
173.3 
13907-13978 

aatgatgactCAAAATAGCTATA
TGAACTCTTTGGTGACTCG
ATAATAAGAGAAATCTGAA
AATTTTCAAGGTTTTTCTAG
AGATTTCACCGATTCTTTT
GAAGTATCGGTGCACCAAG
TGAAAAATAAAATTGCGAC
GCTTTAGTGACGCTGGAGA
AAGTTTTTATCCAGTGTCTA
AAGGCGCGGCGCAACATTT
TTAAACTTTCCGATGATTT
GTGATTACTAAAAGGCGAA
TCTGAGGCG(AA) 

173-1: 
Gm396/26S; guidebox D´(10nt) 
Am96/5.8S; guidebox D (11nt) 
173-2: 
Am90/18S; guidebox D (10nt) 
Am2287/26S; guidebox D (9nt) 
Am46/U5; guidebox D (9nt) 
173-3: 
Gm 2720/26S; guidebox D´(12nt) 
Gm39/U5; guidebox D (11nt) 

Ce234 
(CeN47) 

1 U88173 
 
234.1 
10657-10596 
234.2 
10592-10509 

taaatgaaGAAATACCATCCTT
GCTCTGCGAGTCGTTGAGC
AATCACTTGAGAACTCTGA
TGAGGTATTGTAGCATCGG
GTTACGGTAGCCGAGTCAG
TTGATTCTCATCATGTGGCA
CTTCGACGGTGAACAGTTA
TGGCCTCTGATA 

234.1: 
Am 65/U6; guidebox D´(9nt) 
234.2:  
Gm268/18S; guidebox D´(10nt) 
Cm209/26S; guidebox D (10nt) 
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Ce251 1 AF026210 
25839-25723 

gagcaatgaCGATTCTTGTCACG
AGTCGTATCATCGAAGCGC
ATAGTTTTTGGCTGTCGTTT
AGAGCTGAAAATGTTTCGA
CGGCGTGATCGATTGACTA
ATCTTCTCTCTGAGCTC(TC
) 

Gm1879/26S; guidebox D´(11nt) 
Gm 2309/26S; guidebox D´(9nt) 
Am42/U6, guidebox D (12nt) 

Ce254b 
(CeN23-2) 

3 U11029 
10175-10094 

cccgtcgATGAAGACCACTAA
ATGACGAATCCTAATAGCC
CAATGGGTTTCATTGCGGA
TATGAGGCATTTGTCTGAG
CGGG(C) 

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

Ce297 
(CeN17) 

2 Z49130 
12059-12135 

tcaccaatgatGCAATGGTTAAAT
CAGacgagtctattttggctatctattcgagt
tcttcgaagaaattgccgctaagcggggtga
aattgaggcatttgtctgaggtga 

Am2384/26S; guidebox D (11nt) 

Ce298 1 Z81138 
22031-21948 

ctgcgatgatgagaatcatgctaatcatgaa
gagactcgtcagtctccaacctccatgttgta
aaacAATCGATAGCTGAGCA
G(A) 

Am48/U6; guidebox D´(10nt) 
Um 1263/26S; guidebox D (11nt) 

ComCe4  Z71181 
21721-21645 

taacgtgaagattcacaataaactctttggag
tttacctgaatctgttaccgatgacgaaaaca
catattttgagtt 

Am314/26S; guidebox D´(9nt) 
Am 628/26S; guidebox D (9nt) 

ComCe10  U14635 
33102-33029 

gaatacataattagttttcatcaccagaa
gccaatattattcatccattgcgtgcaata
acataatgaatattc 

Um92/5.8S, guidebox D´(9nt) 
Um1825/26S, guidebox D´(9nt) 
Um910/26S, guidebox D´(9nt) 
Um 3111/26S, guidebox D 
(10nt) 

ComCe20  AC006651 
16008-16084 

agaatctcgagaagcgatttcctgacactcg
tcgggtcgctttgaggacagaccctgccgta
cacattcttgatttt 

Um 416/26S; guidebox D´(9nt) 
Gm626/26S; guidebox D (10nt) 
GM1318/26S; guidebox D (9nt) 

ComCe21  Z81042 
9730-9627 

aagctcatttctttcgtttcggttgtcactattcc
tcgtcttacgaaatccgagccgatcggattac
caccctttcacgccttccaatttctttcatctgg
ttt 

Gm 1536/18S; guidebox D´(10nt) 
Gm368/26S, guidebox D (10nt) 

ComCe23  U41108 
18320-18406 

gtttttgatgttccccgatgaatctccgttgaa
gccaaccgaagctttgggttacattttgccga
ggcaagggattctaactgaaat 

Cm2641/26S; guidebox D´(9nt) 
Am3242/26S; guidebox D (12nt) 

BlCe173.2 
BlCe173.3 

 U55856 
 
173.2 
21065-21003 
173.3 
20991-20920 

tcttctcaagtatcggtgcaccaagtgaaaaa
taaaatcgcgacgctttagtgacgctggaga
gtttttatccagtttctaaaggcgcgaagcaa
catttctggactttccgataatttgtgattacta
aaaggcgaatctgaggc 

173.2 
Am90/18S; guidebox D (10nt) 
Am2287/26S; guidebox D (9nt) 
Am46/U5; guidebox D (9nt) 
173-3: 
Gm445/26S; guidebox D´(10nt) 
Gm39/U5; guidebox D (11nt) 

BlCe298  Z81568 
29237-29159 

tgtagtgatgaaaatcatgctaatcatgaaga
ggcgcgtccgtctcggaccccatgttgcaaa
catctatttctgaaca 

Am48/U6, guidebox D´(10nt) 
Gm1358/26S; guidebox D (9nt) 

 
I.3 C. elegans novel C/D-candidates in INTERGENIC REGIONS 
 
name number 

of seq. 
clones 

NCBI 
 

sequence predicted targets 
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Ce55 
(CeN61) 

6 U88180 
7151-7080 

gtcgatgacGACCAAGAGTTAT
CCCTGTCTGAATGATTGTG
AGGACAAAAGACTATGGTA
ACACTCCGAGAC(TA) 

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

Ce59 7 Z99171 
10202-10136 

gtcaatgaagaGAAACACCGATC
CATCGTGTGACAAATTGCT
GATAGATTGTACGTCAGTC
GTAGAG(GT) 

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

Ce94 3 Z79603 
16340-16403 

(GCGCC)AATAGGTTATCATT
CCTATTCCCACTTCAGGGA
ACTTCCCATTGGCACCAAC
TTGACTGATATT(TT) 

Gm1668/26S; guidebox D´ (10nt) 
Gm46/tRNAAsn, guidebox D (9nt) 

Ce96 
(CeN25-2) 

6 Z81491 
29112-29209 

atttataaacgctctcaGGGCCTTGCA
AAAGACCCAGTGAACAATT
TTTGGAGAACCCTGTCCTTT
CGAGGTCAGGGTAaatgttagat
ttccagaat 

Um2529/26S; guidebox D (11nt) 

Ce98 6 Z48045 
7798-7724 

gcaatgatGTCATACTCAAATCT
GTCAGTCCTCAGACCATCC
CTGGTGATAACACGGTTTT
CCGGAGTGCTGAGC(AGC) 

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

Ce100 4 Z47074 
15546-15632 

caagagttgtgaTGACTTACTTAG
GACACCTTTGGAGGGCCTC
GGTCTGCTGAAAAGAAAAA
TAGTACGCCTTAGTCTGAG
CTCTtg 

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

Ce167 5 Z66516 
28109-28170 

gccgttgaTGATCAATTGAGCA
TATCATTGACTGTTGGTGA
GGTGATTTCATTAGCTGAG
GC(TT) 

Am28/18S; guidebox D´(11nt) 
Um72/18S, guidebox D (9nt) 
Um1058/26S, guidebox D (9 nt) 

Ce171 
(CeN40) 

7 AL032663 
7898-7781 

cggtgaTCGATGACTTGTGCA
GTGGCCGAGGCGATCGGAT
TGTGATGTCGCCTGAAAAG
GCGGGACCCAACGTCGCGC
CTTTCGCCAGAAGATGGAA
ATATGCGCAACGTCTGAGC
TG(A) 

Um68/U1; guidebox D´-1 (9nt) 

Ce211 
(CeN5) 

5 Z75111 
1-65 

tggcagtgatgATCACAAATCCG
TGTTTCTGACAAGCGATTG
ACGATAGAAAACCGGCTGA
GCCA 

Am678/26S, guidebox D´(12nt) 

Ce238 1 Z68342 
34378-34307 

gggtcgatgattagattattctactgttcacgt
ACCGACTGTTCAGTGGTGG
ATAAACCTTCTATGAGACtt 

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

Ce240 2 Z81551 
3789-3864 

GAAAATGATCCCGAAAGGG
ATCTGAaaatctcattatttagatgagag
cgtgagcaagatgggaatcttgattttt 

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

Ce254a 
(CeN23-1) 

8 AL132949 
74745-74666 

(CGAAAAC)CCGCATATGAA
GACCACTAAATGACGAATC
CTAATAACCCAATGGGTTTC
ATTGCGGATATGAGGCATT
TGTCTGAGCGG(A) 

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

Ce282 
(CeN52) 

2 AC024753 
25441-25375 

aaagtcaccaTTCATAGTTCACA
TCATTGCCTAACGAGTGATG
TGTCTCCGCCAGGTGTCTC
ATTTt 

Cm138/5.8S; guidebox D (9nt) 
Um1223/18S; guidebox D (9nt) 
Um3163/26S; guidebox D (9nt) 
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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. 
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Table S2: Novel C/D box snoRNAs, group I for C. briggsae 
 
Group I: C. briggsae novel C/D-candidates  
 
I.1 C.briggsae novel C/D-candidates in INTRONS OF RPGs 
 
name Sanger 

 
sequence predicted targets 

ComCb1 CAAC01000101 
188952-188871 

TGATCTGAGGAGTTACTCGGTG
CGATTCCGATAGCTACCATATG
ATCACCAACAGGGCTACCGGAT
TTTCAAGTTTGAATCT 

Gm1927/26S; guidebox D´(11nt) 
Gm287/26S; guidebox D (10nt) 

ComCb2 CAAC01000015 
354218-354154 

TAGTTCGATGAAGAGAATGTCT
GCAATTCGTACTCTGTATGGCG
ACTAGTTTTATCTGAGAACTA 

Gm75/5.8S; guidebox D´(11nt) 
Am1052/26S; guidebox D (10nt)  

ComCb3 CAAC01000012 
170321-170390 

TTTAGGCTAAAAAGCCAGCCTA
ATCTAGTCGATAGAGCACCCGT
CTCTATCGCAATGACCAGGCTTA
GGG 

 

ComCb18 CAAC01000028 
271775-271715 

AGAATGAGGGTCGGGGGCCAC
GAGGGTCGTAAAAGTCCGGCTA
AGGTTGGTTGCTAAAATA 

Um3302/26S, guidebox D´(9nt)  
Um1345/26S; guidebox D (9nt) 

 
 
I.2 C. briggsae novel C/D-candidates in INTRONS OTHER THAN RPGs 
 
name Sanger 

 
sequence predicted targets 

Cb18 CAAC01000141 
405304-405377 

GCCCATGATGGTTTCATGCGTGTC
AGCTGAGATCCCCTGATTAGAACC
ACCCTTGAGGTTTGACTAACTGAG
GC 

Cm2408/26S, guidebox D´(13nt) 
Um3436/26S; guidebox D (9nt) 
Um1577/26S; guidebox D (9nt) 
Um276/26S, guidebox D (9nt) 

Cb67 CAAC01000098 
2090565-2090499 

AGGCAATGAAATTGTTGCACAGAC
CTGTACCTATTAGTTCACTGAGGAT
AAAAGCAATCATGAGCCT 

Am1383/18S; guidebox D´(11nt) 
Gm1643/26S; guidebox D (9nt) 
Gm1451/26S; guidebox D (9nt) 
Gm2969/26S; guidebox D (9nt) 

Cb86 CAAC01000364 
10227-10162 

GGCCCGTGAAGAAGTAAATTACCG
TCCGATAACCCATGACGCTATGAA
GGCTGTAAAACAGAGGCC 

Um307/18S; guidebox D´(13nt) 
Am2682/26S; guidebox D (9nt) 
Gm1123/26S; guidebox D (9nt) 
Gm1135/18S; guidebox D (9nt) 

Cb97 CAAC01000012 
756446-756316 

ATCTGTCGATGAAGAATTGTGCAG
GGGTCCTGAAATCGGCCGAGATGT
GTGCCGATGGGTCAATCGGGAATT
CAGATATCGGTTCCTGAAGCGAAG
ATTGATTCAGAAAGATAGCACCCA
CAGAGACAGAT 

Cm57/U6; guidebox D´ (13nt) 

Cb104.2 CAAC01000274 
42890-42969 

TGATAATAGAATGGACGAGTTGAC
GAGAACTAGATGGGCGGTGTAGTT
GGGAAGTGATCACAGACTGGAATA
TCTGATCG 

 

Cb151 CAAC01000098 
630222-630289 

CTCGATGATGATTCACCTAGCTCA
CTCAGACATGATAACTGGTGATAA
CTTCTTTCCCCGTCTTAGAG 

Cm3061/26S; guidebox D´(10nt) 
Gm2499/26S; guidebox D (13nt) 

Cb169 CAAC01000012 CAGTCAAGGAGGAAAGTTTCCATG Gm1230/18S, guidebox D´(12nt) 
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223247-223173 CACCACTCTGAATGATAGTGTGGA
TTATGGTTCACATTGAAACTGAGG
CTG 

Gm639/26S; guidebox D (10nt) 

Cb173.1 
Cb173.3 

CAAC01000012 
 
Cb173.1 
1897614-1897705 
Cb173.3 
1897777-1897885 

GATGAGGACACAACCTAGTTATAT
GAATTCTTTGGAATCTCAACGTAG
AGGAGCTCTGCATTTTCAAAGAATT
TCTTTGAGAAAAACTGATTCGATT
CTTCGTCTCGGCTTTCATAAGAAAA
ATCAAACTGCGACGCTTTAGTGGTG
CTGAAGCAAACGTCTATTCAGTGTC
TAAAGGCGCGACGCAACATCAGAA
CTCTATTCGTTTAGGCGTAGTTGA
GAACTGAAAATCAAACATATTGAT
TACTAAAAGGCGAATCTGAGGCAT
TGAA 

173.1 
Cm395/18S; guidebox D´(9nt)  
Um2655/26S; guidebox D (11nt) 
Cm144/U2; guidebox D (9nt) 
173.3 
Gm877/26S; 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 

TTAAATGAAGAAATACCATCCTTG
CTCTGCGATGGCCGTCGAACACAT
ACACTTGAGAATTCTGAGTGAGGG
TACTGTAGCATCGGGTTACTGTACA
CCAATCCAGACGATTCTCAGGTGGT
TCGACGCCGGTGAACAGCTATGGC
CTCTGATA 

234.1 
Am65/U6; guidebox D´(9nt) 
234.2 
Cm209/26S; guidebox D (10nt) 

Cb251 CAAC01000031 
220862-221003 

TGAGCAATGACGATTTTCGATTCAC
AAAACGGTTTAGCATCAGGACACA
AAGTGCTCGTCACTTTGTAACAGTT
TCCAGTCGTCGTTTGGCAGAAACC
GTTTTGATGATGTGACCGAGCGAC
TAATCTTCTCTCTGAGCTCA 

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

Cb254b CAAC01000041 
28623-28706 

ACCCGTCGATGAAGACTACTAAAT
GACGAATCCTAATAGCCCAATGGG
TTTCATTGCGGATATGAGGCATTT
GTCTGAGCGGGT 

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

Cb297 CAAC01000005 
387713-387825 

TCACCGGTGATGTAATGGTCAAGTC
AGACGAGTCTAAATTGGCGATCGG
TTCGAGTTCTTCGAAGACATCGCCG
CCTAAAGCGGGGTGATAATGAGGC
ATTTGTCTGAGGTGA 

Am2385/26S; guidebox D (11nt) 
 

ComCb4 CAAC01000044 
1358294-1358215 

TAAACTGAAGATTCGATATGAACT
CGCAAGAGTTCTTGAAAATCTATT
ACCAATGACGATCGCCCACATTAT
TGAGTTTA 

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

BlCb298 CAAC01000088 
1176387-1176472 

TTTCTGCAGTGATGAGAATCATGC
TAATCATGAAGAGGCGCGTCCGTC
TCAACCCCATGTTGTAGAAAATGA
TATCTGAGCAGAGA 

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

 
I.3 C. briggsae novel C/D-candidates in INTERGENIC REGIONS 
 
name Sanger 

 
sequence predicted targets 

Cb55 CAAC01000107 
153464-153393 

GTCAATGACGAATAGAAGTTATCC
CTGTCTGAATGATTGTGACGACAA
ACAACTATGGTAACACTCCGAGAC 

Gm2928/26S; guidebox D´(12nt) 
Um553/26S; guidebox D (9nt) 

Cb59 CAAC01000097 
474811-474880 

GCCTCAATGAAGATAAACACCGAT
CCATCGAGTGACATCTTGCTGATA
GTTGTACGTCAGTCGGAGAGGT 

Um14/5.8S; guidebox D´(12nt) 
Am931/26S; guidebox D (11nt) 
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Cb98 CAAC01000064 
15200-15274 

GCAATGATGTCATACTCAAATCTG
TCAGTCCTCAGACGATCCCTGTTG
ATAATACGGTTTACCGGAGTGCTG
AGC 

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

Cb100 CAAC01000012 
2761377-2761461 

AAGAGTTGTGATGACTTACTTAGG
ACACCTTTGGAGGGTTTCGGTCCG
CTGAAAAGAAAAATAGTACGCCTT
AGTCTGAGCTCTT 

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

Cb167 CAAC01000115 
1003559-1003619 

GCCGGGGATGAGCAATTGAGCATA
TCACTGACTGTTGGTGAGGTGACT
ACATTTCTGAGGC 

Am28/18S, guidebox D´(11nt) 
Gm162/26S; guidebox D (10nt) 

Cb171 CAAC01000093 
66780-66902 

AGCGATGATCGATTCTTTGTACAG
TGTCCGAGGCTTTCTGGCCCGACGT
GGCCTGAATAAGGCTGTAACCCAA
CGTTTCGGGCCGTTAGGCAGAAGA
TGGATGAATTAGTGCAATGTCTGA
GCT 

Um828/26S; guidebox D´(12nt)  
Um162/U2; guidebox (11nt) 
Um67/U1; guidebox D (9nt) 

Cb211 CAAC01000012 
785346-785410 

TGGCAGTGATGATCACAAATCCGT
GTTTCTGACAAGCGTTTGACGATA
GAAAACCGGCTGAGCCA 

Am678/26S, guidebox D´(12nt) 

Cb238 CAAC01000124 
166458-166390 

GTCGATGATTATATTATTCTACTGT
TCACGTACCGACTGTTCAGTGGCG
GATACAACCTTCTATGAGAC 

Um1567/26S; guidebox D´(13nt) 

Cb254a CAAC01000115 
1203591-1203510 

CCCGTCGATGAAGACTACTAAATG
ACGAATCCTAATAAACCAATGGTT
TTCATTGCGGATATGAGGCATTTG
TCTGAGCGGG 

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

Cb282 CAAC01000016 
1421666-1421598 

CAAAGTCACCATTCATAGTTCACAT
CATGGCCTTACGAGTGATGTGTCTC
CGCCAGGTGTCTCATTTTG 

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

 
 
I.4 C. briggsae novel C/D-candidates found by blast  
 
name Sanger 

 
sequence predicted targets 

BlCb161 CAAC01000053 
160526-160457 

GTGCGATGAATGTATTGGATAA
GTTTCGGCTGATTCATAATTGA
TGTCAACTTTATAACTTGCTGAG
CAC 

Am416/18S; guidebox D´(13nt) 

BlCe171 CAAC01000066 
338059-337937 

GGGCGATGATCGAAATCTTGTG
CAGCGGCCGAGGCGTTTGTGCT
GGACGTGGCCTGAATAAGGCTG
TAACCCAACGTTCCGCCTTTCGC
CAGAAGATGGATGCTTTGCGCA
ATGTCTGAGCCT 

Um794/26S; guidebox D´(9nt) 

BlCb246 CAAC01000008 
264351-264423 

GTGCGCGATGAAGGTTTAACCA
TCTTTCGGCTGACGAAACGACT
GATGCTAGCATTTTCTATACTGA
GCGCGT 

Am862/26S ; guidebox D´(12nt) 
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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. 
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Table S3: Novel H/ACA box snoRNAs, group I for C. elegans 
 
Group I: novel C. elegans H/ACA-candidates 
 
I.1 C. elegans H/ACA-candidates in INTRONS of Ribosomal Protein-Genes (RPGs) 
 
name number 

of seq. 
clones 

NCBI 
 

sequence predictet targets 

Ce80 3 AF003151 
27691-27851 
rpl24.1 

ttagcatgctgttAGAGCTCGTAAGGTATATTGTAATT
TTACGAGTGTTGAAGTATTGCAAAAGTAAAGC
ATAATCACCTTATGTATGTGTTGGTGCTATATC
TTCTAGTTTTTAGAAGTTATACCATCGTTAAGC
ATGCCACGTGTTGAGTGCGACAAAC 

P1: Ψ 2237/26S 
P2: Ψ 1237/18S 

Ce352 1 U88168 
12759-12627 
rpl-15 

cttgccacaatgtctgggcaaggtgccctgcacccgcttgagcaacctaatcc
attgatggctatataaaattcattgagtaatccctgttGAGTTATATAG
AACTTTCCAGTTTCATATCATTGATACaatt 

P1: Ψ 2294/ 26S  
P2: Ψ 1671/ 26S 

comCe5  Z81453 
23191-23317 
rpl-2 

cttgtcctttttaatctggcctgaattattttgattctacgcccttcaggaaggacc
ataggaaattttgcctcttacccccggtgtgatagtttgtcagaatcggtcattgt
gtgcacgaacactt 

P1: Ψ 689/18S 
P2: Ψ 14/U1 

ComCe8 
(CeN95) 

 AC087079 
11296-11158 
rpl27A 

ccgctcctatcttggcgcttccattggtgaatatggctgtgtatgttataggaga
gatagtagtgccttttggctttcggatctccttcggtgtttgtcttgcatctcgaca
aatgtcatcctctgggttcgagacaatt 

P1: Ψ 18/U6 
P2: Ψ 1411/18S 

ComCe11  Z70684 
20611-20481 
rps-23 

atacgaggtccagagtcacctctgagaatatgtatctcttcggtgctaggattg
ctcgaaaatgaattaggtactttatgcaaacagttcttgcgttatgctcatctgttt
cacctccgtttctgacaaaa 

P2: Ψ 2558/26S 

ComCe17  Z92834 
5011-5131 
rps-26 

ctcactttttaagctccgagacttgccgaagagacgaattttattgagagaccct
agtaaaattatcccgcatttctaagtcaaagagcgagtggtcctcctgaatacc
cgtgtcacagat 

P2: Ψ 130/26S 

 
I.2 C. elegans H/ACA-Candidates in INTRONS of OTHER GENES THAN RPGs 
 
name number 

of seq. 
clones 

NCBI sequences predictet targets 

Ce104.1  AL021481 
16591-16456 

ACGAACTCTTGAGTGCATTTTCGTGAAAATTTT
AAACGAAAATGTCATATTGAGTCATTCTGACA
TTAACTGGCCTTTACAAGGCGGGTACGCGTAA
ATTTTTTGCGTTCCTCCGTCAGATGCGAGGCCT
ACATTT 

P1: Ψ 29/18S 
P2: Ψ 3427/26S 

Ce286 2 Z71262 
18360-18226 

ccccgctctatgttcctctccactttgttaattttctggaatggagattttataaga
gcgaaaataaaatgtcattagcggtgctcatcttcgGTTAATTTTCT
CGATATGGCTGATTGGATAATGACTACAttt 

P1: Ψ 26/U6 
P2: Ψ 22/ 5.8S 

Ce356 1 Z49886 
3858-3746 

aaacgcacaatttaagaacttgtaatgtctgtgatttacaatataggctgaaaaa
cgttctgttttgaagctagtactgtttatttgctgatggttttatgagtgtcatagttg
tgcgatatagatcaagtaacgaatcgtttcaaagtATTTCGTAATCC
TAACACCACGCAAAGGTGCTGATCTCGATTTTT
AAACGGTTGTCACACAATT 

P1: Ψ 2367/26S 
P2: Ψ 1357/18S 

ComCe13  Z71181 
22197-22069 

atatcctcgcttataagccgggggactagcctttgctgagttcactagtaaaac
gcgaggaaaattatagagacatccagacaccgattatgttgtgatatattcggt
cacttcgtatgtcccacagttt 

P1: Ψ 580/18S 
P2: Ψ 1266/18S 

ComCe15  Z71181 
20272-20138 

ttagcatgtatttaatgcgggcaaattgttttaattcggccgtttagcttgcatgc
gatataattatccattgaagaatttttagctgggtttctctcattttaaactcatgat
ctatcttttaaggaaacaatc 

P1: Ψ 1058/26S 
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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 

Cb352 CAAC01000118 
37316-37183 

CATGCCACAATGTCTGGGCAAGGTGTCCTGCACCCG
CTTGATCAACCTAATCCATTGATGGCTATATAAAAT
TCATTGATTAATCCCTGTCGAGTTGAATTAGAACTCT
TCAGTTTCATCTCATTGATACATTT 

P1: Ψ 2295/26S 
P2: Ψ 1672/26S 

comCb5 CAAC01000027 
288580-288706 

ACGGTCCTCGTTTTCTCTGCCTGATTCATTATCGCTT
CAAGCTTGAAATAGAGGACAATAAGAACGTTTGCCT
CTTACCCCCGGTGTGATAATATGTCAGAATCGGTCA
TTGTGTGCAAGTACAAAT 

P2: Ψ 14/U1 

comCb8 CAAC01000129 
226919-227059 

TTCCTCCTATCTTGGCGCTTCCACTGGTGAATGTGGC
TGTGTATGTTATAGGAGAAAAAGTAGTGTCTTCTGG
ACTTTCGGATCTCCTTCGGTGTTTGTCTTGCATCTCG
ACAAATGTCATCCTCTGGGTTCGAGACATTC 

P1: Ψ 18/U6 
P2: Ψ 1405/18S 

ComCb11 CAAC01000013 
60060-60190 

AAGCGAGGTCCAGAGTCACCTTTGAGAATAAGTGTC
TTTTTGGTGCTAGGATTACTCGAAAATAAATTAGGG
ACTTTATGCAAGCAGCTGTTGCATTTTGCTCATCTGT
TTCACCTCCGTTTCTAACAATT 

P2: Ψ 2559/26S 

 
I.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
CTAATAGAGATTCGGCCTTTCTAAGGCGGATTC
GTGTCAATTTTTTGCGTTTCCGTCGGATACGAG
GCCTACATTT 

P2: Ψ 469/18S 

Cb286 CAAC01000112 
64711-64851 

CCCCGCTCTATGTTCCTCGCCACTCCGTTAAATT
ACAGGAGTGGGGATTTTATAAGAGCGAAAATA
GAATATCAGGTCATGAGCGGTGCTCATCTTCGG
TTAATTTTCACGATATGGCTGATTGGGTTATGA
CCACAATT 

P1: Ψ 26/U6 
P2: Ψ 22/5.8S  

Cb356 CAAC01000012 
3236947-3237153 

AATGCACAATTTAAGAACTTGTAAAATTTGTTT
CTCATAGAAAGCATCTAGGGACGTTTTGTCTCG
ACATGTTTTCGTGTAGTAACTGATGATTTTATG
AGTGTCATAGTTGTGCTAGATAAATTGAGGAGA
GAAGTGTTCACTAGTTCAAACTTCCAACGCTAC
GCCTAAGCGCTGGGTTTGAATTACTTCTATCTT
CGCACAATA 

P1: Ψ 2368/26S 
P2: Ψ 518/18S 

ComCb13 CAAC01000044 
1358667-1358796 

GTGTCCTCGCTTATAAGCCGGGGGACTAGCCGT
ATGCTATGTTCACTAGTAAAACGTGAGGAAAAT
TATAGAGACAACCAGACACCGTGCAAATTTTG
ATATGTTCGGTCACTATGTGTGTCCCACAATA 

P1: Ψ 574/18S 
P2: Ψ 1260/18S 
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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 
 

II.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 

of seq. 
clones 

NCBI 
 

sequence  predicted targets 

Ce39 
(CeN121) 

10 AC024830 
40097-40174 

CggctgtgaTGATTTCCTATTG
CCGTTTACCCGTCTGAGG
AAAACCGTGCTTGATACA
ACTTGGAAAAGGCTGAGC
CG 

Gm2343/26S; guidebox D`(15nt) 
Um2654/26S, guidebox D (10 nt) 

Ce61 
(CeN118) 

10 Z66519 
5571-5640 

gaatcggtgatGTGATATCCAG
TTCTGCTACTGAGTTATT
GTGAAGATTAACTTTCCC
CGTCTGAGATTc 

Am1185/26S, guidebox D`(11nt) 
Gm2498/26S; guidebox D (10nt) 

Ce62 
(CeN98) 

4 AL117204 
217925-217834 

aagtgctgtgaAGAGAACGTGC
CACTGTACTTTGCCCATC
GGAAGGGCATTGAAATGG
AGATATACCTGGCACAGG
GGCCATCTGAGCActt 

Gm20/tRNAIle; guidebox D´(12nt) 
Cm55/U6; guidebox D (10nt) 

Ce63 
(CeN27) 

2 U41108 
18075-18140 

CCAATGATGAGAGTTTGC
GACTAGGGCGGTCTTACA
CAATCATGGTGATTCTAG
TCATTCTGATGG(TAC) 

Cm982/18S; guidebox D´(12nt) 
Am1060/26S; guidebox D (11nt) 
Am31/tRNASer; guidebox D (9 nt) 

Ce75 
(CeN63) 

3 U14635 
32685-32622 

gtcagtgacgatATTACTTACCG
CCCCAGGCATAGTGTTTG
TGATGATTGGTTTATTCC
GAGAC(TT) 

Gm2731/26S; guidebox D´(11nt) 
Am1205/26S; guidebox D (10nt) 
Am730/18S; guidebox D (10nt) 

Ce118 
(CeN24) 

1 Z47811 
22777-22850 

aagcaaatgacgaaatcgcacctcggccc
gactccaaccctgggggcgaaatGAG
CTTTTTAACTCAGATGCT
T 

Gm272/26S; guidebox D´ (14nt) 
Am601/18S; guidebox D (15nt) 
 

Ce139 
(CeN109) 

6 AF022977 
13406-13470 

gcgcaatgaaTGTTTAACCATC
TTTCGGCTGAATCCATGA
TGCCAATTTTCAAAATACT
GAGCGC(A) 

Am862/26S; guidebox D´(12nt) 

Ce160 
(CeN30) 

2 Z29094 
54636-54714 

ggttggctgtgacgattactattcccaacgc
ttggaatgaACCAAAGTGATTA
TTAACCAATCCTTTTCTG
AGCCAAtc 

Am3023/26S; guidebox D´(11nt) 
Gm2027/26S; guidebox D (12nt) 

Ce161 
(CeN108) 

1 Z49967 
6647-6566 

gaaaaagtgcgatgaatgaCTTGGA
TAAGTTTCGGCTGAAACT
TGGTGATGCCAACTTTTTA
AAACTGCTGAGCACTttttc 

Am423/18S; guidebox D´(13nt) 
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Ce177 
(CeN33) 
 

3 AC087079 
25978-26054 

(AGCCGGGATTCATAGGCT
)GGCGATGATTGAGATTGT
TCCCACACGCAATTTCTC
CTGATCCACATGAAGGCT
AAACTTCCTTGGACGTCT
GAGCC(GC) 

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

Ce209 
(CeN124) 

11 Z72511 
19566-19656 

gagcggtGATGAATGCACGTA
TTGCTCTGACACCTCTTAT
GTTAGCGGTAAATTTCCGT
GCCGCGATGAGTCCACTA
GGATCTCTGAGCTC 

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

Ce223 
(CeN60) 

2 AF040659 
16752-16687 

gccacgtgattTAGGTTTATTTG
CTACTCTTGATTAACTCTC
ATGATGACAAGAAAGTAT
GATGGC(T) 

Am 1514/26S; guidebox D´(11nt) 

Ce239 
(CeN119) 

2 Z46935 
8872-8946 

Tgtcaatgatgtctaaaaaattactacgattt
aattcgaattgctgtGAGATCAATC
TTATACAATTCTGAGACA 

 

Ce245 
(CeN28) 

4 Z81493 
23484-23399 

cgtctggtgaGGATGAAAACAG
GACAGGTTTCGCTAAAAT
ATTACCGAATGCCAATAT
GTCGAGACACCTTGGCTG
TCTGAGGACG 

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

Ce285 
(CeN106) 

2 AC006651 
16329-16403 

gatgatgatgaagaatttttgatatggtgtca
GGACCTCTGAGAGTTCCG
TGATGATGTTTAGAGTTC
CTGAATC(TT) 

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

Ce325 
(CeN120) 

1 Z49130 
12059-12135 

AagccgaTGATTACCAAAAA
TAACCAAATGTTTGAGTG
ATTGTTTGTGATCGAATTT
TGTCACTATCGCTGAGGC
TT 

Am3159/26S; guidebox D` (14 nt) 
Am448/18S; guidebox D (9nt) 

Ce372 
(CeN123) 

3 AL023811 
1145-1220 

gatctatgatgaGACTTTCACGA
CGGTCTTCCGATGTAATA
CATACCTGTGGATATCTTT
ACGTGAAGCTGAGATC 

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

 

II.2 C. elegans C/D-candidates independently confirmed by Deng et al.2006 and Wachi et al. 2004 in 
in INTERGENIC REGIONS 
 
name number 

of seq. 
clones 

NCBI 
 

sequence predicted targets 

Ce81 
(CeN117) 

26 AC024206 
3722-3844 

AGTTGATGAGAACTCTAAT
CCATTCTCTGAGCGAGAAG
GATGGCCGAAGCGGGTTCG
CATTTGAGGCATTAAGGTA
GACGACAGAGTTCTTCTGG
AAACTACTGCCTCGCGCTG
ACGTCATGCCTTCGCGGGCT
GAATTTTGGGTCTGATCCTC

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

Ce83 
(CeN57) 

6 Z81581 
20806-20876 

tccacatgaTGATACAACCATAG
CATGAGCTGGCAGCAGTGA
TCGCTAAATGTCATAGTTA
CACAGATGGG(T) 

Am 2359/26S; guidebox D (11nt) 
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Ce138a 
(CeN50-
1) 

10 Z68296 
4530-4458 

ctgtgtatgaCGACAACGTGTTA
GGGACATCTGCACCAACCG
TGAAGATTTAACGAAAGTA
GTACTGACACAG(C) 

Cm2440/26S; guidebox D´(10nt) 
Am2448/26S; guidebox D (10nt) 

Ce138b 
(CeN50-
2) 

1 U42830 
28111-28183 

ctgtgtatgacgaCAACATGTTAG
GGACATCTGCACAAACCGT
GAAGATTTAACGAAAGTAG
TACTGACACAG 

Cm2440/26S; guidebox D´(10nt) 
Am2448/26S; guidebox D (10nt) 

Ce230 
(CeN15) 

8 U29096 
17604-17690 

tgtccgttgatgacaaCATACATACA
CCATTACGATCTCTGAAGA
CTTCGTGCTGATCATGTATC
CATGCAACACCAACTGAGG
ACA 

Cm1502/26S; guidebox D´(13 nt) 
Um3441/16S; guidebox D (10 nt) 

Ce243 
(CeN111) 

3 U41992 
15703-15771 

aagcagtgatgattttatagttcagcttatctt
CGGATTTGATGAGAAATTT
CGCCCCTATCAGAGCTT(T) 

Am872/26S; guidebox D´ (9nt) 
Gm963/26S; guidebox D (12nt) 

Ce246 
(CeN70) 

1 Z81116 
7181-7110 

gtgcgcgatgaacTCTTTACCATC
TTTCGGGGCATAACACTCT
TGATGATAACATACCCATT
TGCTGAGCGC(T) 

Gm860/26S; guidebox D´(13nt) 
Um17/tRNAIle; guidebox D (10nt) 
Um304/26S; guidebox D(9nt) 

Ce252 
(CeN122) 

2 U64858 
19398-19473 

TgggaatgatgacCTTCTGTGTAG
GAATCTCAATGAGTGACTG
TGACATAAAAATGCAGTAA
ATTCACTGacccca 

Am2429/26S; guidebox D`(11nt) 
Um247/18S; guidebox D (10nt) 
Um668/18S; guidebox D (9nt) 
Um310/18S; guidebox D (9nt) 

Ce271 
(CeN44) 

6 Z48717 
2829-2759 

gacaatgataGGATAACCTAGAG
TCTCTGAACCATTTCGTGTT
TGAACAATGCTCCTTGTCT
GAGTC(AG) 

Um1298/18S; guidebox D´(10nt) 
Gm66/U5; guidebox D (9nt) 
Gm1313/26S; guidebox D (10nt) 

Ce304 
(CeN114) 

10 Z81143 
22420-22359 

gtgcaaggatgaAAAAGAACTCT
CTCACTGATAGATGATGTC
TTCCTACATTATCAGAGCA
C(T) 

Am395/26S; guidebox D´(10nt) 
Um1981/26S; guidebox D (10nt) 

Ce354 
(CeN14) 

1 AC006654 
7239-7310 

ctgcggtgaCGATCAACTCTTAC
CTACTATGACAAAAACAAT
GGTTAGACGTTACTCGTAC
TGTCTGAGCAGT 

Gm1985/26S; guidebox D`(11nt) 
Um2841/26S; guidebox D (10nt) 

 
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 
 

II.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 
730855-730933 

GGCTGTGATGATTTCCTACTTGCC
GTTTACCCGTCTGAGGAAAACCG
TGCTTGACGATTTTGGAAAATTAG
GCTGAGCC 

Gm2344/26S; guidebox D`(15nt) 

Cb61 CAAC01000012 
2466799-2466864 

ATCGGTGATGTGATATCCAGTTC
TGCTACTGAAGCGTTGTGAAGAT
TAACTTTCCCCGTCTGAGAT 

Am1185/26S, guidebox D`(11nt) 
Gm2499/26S; guidebox D (10nt) 

Cb62 CAAC01000004 
400480-400568 

TATGCTATGAAGATAGTGTGCCA
CTGCACTTATTCCATCGGAGGAA
TTTGAAATGGAGAAATTCTAGGC
ACAGGGGCCATCTGAGCATA 

Am770/18S, guidebox D´(9nt) 
Cm55/U6; guidebox D (10nt) 

Cb63 CAAC01000054 
685073-685009 

CTATGATGAGAGTTTGCGACTAG
GGCGGTCATACATAATCATGGTG
ATTCTAGTCATTCTGATGG 

Cm974/18S, guidebox D´(11nt) 
Am1060/26S guidebox D (11nt) 
Am31/tRNASer; guidebox D (9nt) 

Cb75 CAAC01000062 
91988-92051 

GTCAGTGAAGATAATACTTACCG
CCCCAGGCATAATGTTTGTGATG
ATTGGTTTATTCCGAGAC 

Gm2732/26S; guidebox D´(11nt) 
Am1205/26S; guidebox D (10nt) 
Am724/18S, guidebox D (10nt) 

Cb118 CAAC01000005 
984668-984741 

AGACAAATGAAGAAATTGCACCT
CGGCCCGACTCCAACCCTGGGGG
CGAAATGAGCTTTTTAACTCAGAT
GTCT 

Gm272/26S; guidebox D´(14nt) 
Am595/18S; guidebox D (9nt) 

Cb139 CAAC01000008 
264346-264426 

CTTGCGTGCGCGATGAAGGTTTA
ACCATCTTTCGGCTGACGAAACG
ACTGATGCTAGCATTTTCTATACT
GAGCGCGTAGG 

Am862/26S, guidebox D´(12nt) 

Cb160 CAAC01000045 
1007383-1007309 

TTGGCTGTGAAGATCACTATTCCC
AACGCTTGGAATGAAAATTACTG
ATTATAATCCAATCCTTTTCTGA
GCCAA 

Am3024/26S; guidebox D´(11nt) 
Gm2028/26S; guidebox D (12nt) 

Cb161 CAAC01000005 
255907-255825 

AAATGTGCAATGACTGACTTGGA
TAAGTTTCGGCTGAAACGTCACA
CTTGATGCCAACTTTTAAGAATTT
GCTGAGCACATTT 

Am416/18S; cguidebox D´(13nt) 
Um119/U4; guidebox D (10nt) 

Cb177 CAAC01000129 
214794-214719 

GGCGATGATTGAGAGATTCCCAC
ACGCAATTTCTACTGATCCGCAT
GAAGGTTAAACTTCCTTGGACG
TCTGAGCC 

Am75/18S; guidebox D´( 9nt) 
Cm394/18S; guidebox D (13nt) 

Cb209 CAAC01000141 
769783-769871 

AGAGCGGTGATGAATGCACGTAT
TGCTCTGACACCTCTTATGTTAGC

Um259/26S; guidebox D (10nt,) 
Um2397/26S; guidebox D (9nt) 
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GGTAAATTTCCGTGCCGCGATGA
GTCCAATTGGATCTCTGAGCTCT 

Cb223 CAAC01000107 
39897-39959 

GCCATATGATTTAGGTTTATTTG
CTACTCTTGATGAATCATGATGA
CAGAAATGTATGATGGC 

Am1515/26S; guidebox D´(11nt) 

Cb239 CAAC01000012 
2984890-2984823 

TGTCAATGATGTCCTAATCTACGA
TTTAATTCGAATTGATGTGAGAT
GAATCACTGAAAACTGAGACA 

Am491/26S; guidebox D`(10nt) 
Am758/26S; guidebox D`(9nt) 

Cb245 CAAC01000115 
854445-854531 

CGTCTGGTGAGGATAGAAAAAGG
ACAGGTTTCGCTAAAATACTAGC
CGAACGCCAACATGTAGAGACAC
CTTGGCTGTCTGAGGACG 

Gm3364/26S; guidebox D´(9nt) 
Cm2469/16S; guidebox D (10nt) 

Cb285 CAAC01000133 
8586-8663 

GACGGTGATGAAGAATTTTATTG
ATATGGTGTCAGGACCTCTGAGA
GTTCCGTGACTGAGGATTAGAGT
TCCTGAGTC 

Cm9274/26S, guidebox D´(9nt) 
Cm154/U2; guidebox D´(10nt) 
Um3384/26S; guidebox D (10nt) 
Um2525/26S; guidebox D (10nt) 
Um386/26S; guidebox D (9nt) 
Um905/26S; guidebox D (9nt) 

Cb325 CAAC01000012 
2717553-2717628 

AGGCCGATGATTACCAAAATATA
ACCAAATGTTTGAGTGATTGTTT
GTGAGCATTTGTCACTATCGCTG
AGGTCTT 

Am3160/26S; guidebox D`(14nt) 
Am442/18S; guidebox D (9nt) 

Cb372 CAAC01000141 
1446841-1446917 

GATCGATGATGAGACTTTCACGA
CGGTCTTCCGATGAAATATCAAA
GCTGTGGATATCTTTACGTGAAGC
TGAGATC 

Cm3072/26S, guidebox D`(12 nt) 

 

II.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 CAAC01000016 
1102272-1102429 

AGAGGAGTTGATGAGAACTCTAAT
CCATTCTCTGAGCGAGAAGGATGG
CCAAAGCGGGTTCGCATTGAAGGC
TTAAGGTAGACGAAAGAGTTCTTCT
GACGACTACTGCCTTGCGCTGAAG
CCATGCCTTCGCGGGCTGAATTTTG
GGTCTGATCCTCT 

Um2418/26S; guidebox D´(10nt) 
Gm1806/26S, guidebox D (9nt) 
Am300/26S; guidebox D (9nt) 

Cb83 CAAC01000016 
2019786-2019856 

TCCATGTGATGATAAAACTATAGC
GTGAGCTGGCAGCAGTGATCGCTA
AATGTCATAGTTACACTGATGGG 

Cm1562/18S; guidebox D´(9nt) 
Am2360/26S, guidebox D (11nt) 

Cb138a CAAC01000068 
5095118-5095045 

CTGTGTATGACGATAATATGTTAG
GGACATCTGCATTCATTTGTGATGA
TTTAACGATAGTAGTACTGACACA
G 

Cm2441/26S; guidebox D´(10nt) 
Am2449/26S; guidebox D´(9nt) 

Cb230 CAAC01000069 
837614-837700 

TGTCCTGTGATGACAACATACATAC
ACCATTACGATCTCTGAAGACTTC
GTGCTGATCATGTATCCATGCAAC
ACCAACTGAGGGCA 

Cm1503; guidebox D´(13nt) 
Um3442/16S; guidebox D (10nt) 

Cb243 CAAC01000028 
746138-746206 

AAGCCATGATGATTTTATAGTTCA
GCTAATCTACGGATTTGATGATAAA
TTTCGCCCCTATCAGAGCTT 

Am872/26S; guidebox D´(9nt) 
Gm963/26S; guidebox D (12nt) 

Cb246 CAAC01000140 
279342-279411 

GCGCGGTGAATTCATTACCATCTT
TCGGGGCATATCAATCCTGATGAT

Gm860/26S; guidebox D´(13nt) 
Um1076/18S; guidebox D (9nt) 
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AACATAACCATATGCTGAGCGC 
Cb252 CAAC01000054 

806865-806941 
TGGGAATGATGACTTTCTGTTGTAG
GAATCTCAATGAGCGACTGTGATA
TAAAAATGCAGTAATCTCACTGAC
CCCA 

Am2430/26S; guidebox D`(11nt) 

Cb271 CAAC01000006 
1386652-1386582 

GACCATGATAGGATAACCTAGAGT
CTCTGAACCATTTCGTGTTTGCACA
AACAATGCTCTTTGTCTGAGTC 

Um1292/18S; guidebox D´(10nt) 
Am712/26S, guidebox D (10nt) 

Cb304 Megablast(traces): 
58349734 
lbb07g02.g1 
595-535 

GTGCAAGGATGAAAAGAACTCTCT
CACTGATAGATGATGTCTTCCTAC
ATTATCAGAGCAC 

Am395 /26S; guidebox D´(10nt) 
Um1982/26S; guidebox D(10nt) 

Cb354 CAAC01000009 
150398-150326 

ACTGCTGTGACGATAATCCTTACC
TACTATGACAAAAACAATGGTTAG
ACGTTACTCGTACTGTCTGAGCAG
T 

Gm1986/26S; guidebox D`(11nt) 
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 
 

II.1 C. elegans H/ACA-candidates independently confirmed by Deng et al.2006 and Wachi et al. 
2004 in INTRONS OF RPGs 
 
name number 

of seq. 
clones 

NCBI sequence predictet targets 

Ce170 
(CeN126) 

5 U00036 
11553-11684 
rpl-6- 

acagcatcgaaaatggacgGACTTTCCCGATGGATCGTT
TCGTATAATTTTGGTGCAAAATAGTAGAGAGA
CGCAGTGTTACTCTTCCTTACGTTACCTGTATC

P2: Ψ 1156/18S 
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TGGAGAGTGTCAAGCGTTTCCCACATTT 
Ce175 
(CeN93) 

2 Z68315 
14113-14246  
rpl-26 

ctgtttccattaagtaGTCCCGTACGTTGAAATTTTCACG
TACGGTTTGGACAATATGGAGAAATGAATGTT
ACTCTTTTTGCAATGACGCTGAAACATATTTTC
GCTTTGTTAGCCATAAGTTTAAAACAATT 

P1: Ψ 2417/26S  
P2: Ψ 2483/26S 

Ce182 
(CeN99) 

1 U00067 
26061-26191 
rps-12 

gttccacttatttttcaacgtcgccggttctagaatcgatgtgaccccaataagc
tggtagataagttgttactctgccacacgtgtactggtatcatGCTGTAT
GTGTTCCAAAGAttttacaaacaatt 

 

Ce192 
(CeR-4; 
CeN100) 

3 U00036 
11144-11276 
rpl-6 

aaacgaggtccagagtCACCTTTTCAGCAAAATGCAGT
TAGGGTGCTAGGATTTCTCGAAAATGAAATTG
GTCGTATTATGCAAGTAGGGCTTGCTTTTGCGC
TCCCCGACTTCACCTCATTCCCAAACAttt 

P2: Ψ 2558/26S 

Ce210 
(CeN96) 

9 AC006729 
13571-13352 

tcgacatgtgactAGCGATCCTCTTCGGGGTTGATTGC
TTTTCTTAGTGGAGCATCGGGGGCTTTCTGTAA
AGTTGACTCCGATCCACCTTGTCGTATACCAAC
AGTCTGTGTGGCCCTCTACCGCTATTTGAGATG
CCCGGGCTGGATTGCATATTCCTTATCCTTCCG
TAGATCCTATGGGTCCGTGACGGTTAGGACAA
ACCATGCAAATTACAAAT 

 

Ce236 
(CeR-6; 
CeN90) 

 U80953 
5475-5603 
rps-29 

gaatgcagatgtccaTTACGAAAAGGCTCTTTACCTTT
TGACGTTTAGttaaatttgcgaaataaaattgatgtctcgaagacatgt
gcttcatattttgatgctcatgttcaagatcagcaaacaaac 

P2: Ψ 2977/26S 

Ce248 
(CeN84) 

1 U88168  
12429-12300 
rpl-15 

gttgcctcagtgtctgggcaaAGCAGACTGTTTTTAATAGT
ACTGACTTAATCCACTGATGGCTATAGAAAAA
CATTGTGTAATCCCCGAACACCTTGTGGTGTAT
TGGATTCATGACATTGTGACAATT 

P1: Ψ 2294 / 26S 

Ce280 
(CeR-8, 
CeN82) 

2 U41534 
6548-6414 
rps13 

tacgctcttcaaaagcactggttatcggactcagacttgtccatgccagccgtc
aaaatgagcaatatgaaatatcctgtttttgggtgaggtgtaactgtatttagatt
agatctcaataacacgatgacagtt 

P1: Ψ 2098/26S 
P2: Ψ 3035/26S 

Ce283 
(CeN79) 

1 U00036 
11930-12065 
rpl-6 

gctttttgcattgaaaagggacgggctatctttatggattgtttcgtataattttga
tgcgagataatagagaGGCGCACTGTTACTCTTCATCAC
TTTTTCTGTGAACGGAGAGTGTCAAGCGCTTCC
CACAATT 

P1: Ψ 1523/ 18S 
P2: Ψ 1156/ 18S 

Ce345 
(CeN92) 

1 U00067 
25691 -25825 
rps-12 

atcttgcacctaccaattatatcggaagaTTTTGAAGTCATAGT
TTTCCTATCGTAGTGTGCAATAAAAACCGTTCT
ACTGCCACACGGGTACTGGCCTTGAAGCTGTA
TCGGTTCCAAAGTTGTTCGAACAATT 

 

comCe6 
(CeR-3, 
CeN87) 

 AF003139 
3611-3745 
rpl-7 

aatgctcttcaaaagcactggttttaggatccactattatccaagccagccgtc
aaaactgagctataagaattatcttgtttttgggtgaggtgtattcaattcagaat
gcgtctcaataacacgatgacaatt 

P2: Ψ 3035/26S 

comCe7 
(CeN78) 

 AF003151 
28272-28431 
rpl-24.1 

ttagcatgctgttagagcttgtaaggtatatgtgattttacgagtgttgaagtatt
gcaaaagcaaaggacgggcacaattgccatgtgttggtattattgcttcaagtt
atttgaagctgtaatatcaataagcatgtctcgtgtgaagtccgacaatt 

P1: Ψ 2237/26S 
P2: Ψ 2484/26S 

comCe9 
(CeN88) 

 AC087079 
10925-10785 
rpl-27A 

atttctctcgtcttggcgcttccactggtgaatgtggttgtgtatgttacgagaga
caaagtagcgcctaacggctttcggatctccttcggtgtttgtcttgaatttcga
caaatgtcatcctctgggttcgagacaatt 

P1: Ψ 18/U6 
P2: Ψ 1411/18S 

comCe12 
(CeN110) 

 U80953 
5818-5944 
rps-29 

tgagcagatgtccattacgcgaatgcctgtgcttttcgacgtttagtttagtctg
caagatagaattgatgtctcgaagacaggtacatcagcttttagagttcctgttc
aagatcagcaaacaaac 

P2: Ψ 2977/26S 

 
 
 
II.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 
of seq. 
clones 

NCBI 
 

sequences predictet targets 

Ce23 
(CeN55) 

26 Z68160 
8479 -8607 

cccgcgcctagaaacTCAGCGGTGTTTTGTCTTTATGA
TCATGAGCTGGTAGCAGGTGCAATATTGATTC
GGAGTCTTACCGGCGTCCACCTTCTGAAGGGT
GTGCGTTAAAAGTTCATCCGAACAATT 

P1: Ψ 6/U4 
P2: Ψ 2519/26S 

Ce25 
(CeN48) 

8 U29380 
25865 -25740 

aatgcacacagaaaGTCGAGATTGCCGGCTTCAAAGG
CTTTATCGTTGATTACGTGTGCTATAACAACGC
CATAGGTATCATTCTTCGTCTTCTTAGGCGCGG
AACATCTAAATATGGCTACATTT  

P1: Ψ 2401/26S 
P1: Ψ 127/18S 

Ce36 
(CeN46) 

1 Z68297 
6183-6302 

acgaCTGCAACCTGCTTTCGGAACTTTACCGTCT
GCGGTACTTGTAGTGCTATATGAGCGTGGGCC
ATCCGTGTGCGTGTAATTTAATTGAACTAGCAC
TCCGTTGGTCACCGGATAATT 

P1: Ψ ���� 
P2: Ψ  ����� 
P2: Ψ ������ 

Ce48 
(CeN58) 

14 U28940 
16314-16453 

actgcgtctctccaaccCGGACAACTCGCAACTTGTTGC
AATGGTCAGTTCGACTGTTAGAGACGCTAAAT
AAGAAAATTGGCGGATTCGCTAACGTCGCGTC
CCATGACCGGAGTTTGAAAGTAGGCCGCTGAA
CAATT 

 

Ce57 
(CeN39) 

29 Z83217 
38440-38308 

ttatggcggaTAGGAACCAGGTCATGTTTGTACGTG
ATTTGGGCCGACATCCCCGCCGAAATAGTCCT
GCGAAGATCTAAGGTCGCTTCTGGATGGATTT
GCCACCGGGTGCACACCATCTTCGTGCACAATT

P1: Ψ 2992/26S 

Ce58 
(CeN86) 

3 U40800 
21389-21266 

gcctgcaactattcaAGAGATTTGCCTCCCGTGGGGCA
CGCCTTTTTTCGTTGCGAAATAAAACATGTCCT
TTATTCCCGCTCCTGGATTGTGTTTCTTGCGCG
ATGATATGGCTATGACAATT 

P1: Ψ 499/18S 

Ce141 
(CeN38) 

7 Z35663 
12289-12152 

tacgcgtcattttcatccaattggcAACGTGATTCTAATGTTG
GCGATTCAGCGTATTTCTGACGCAAAATTGATA
ACTTCTCCATTGACGTCTAGTCAGACTAAACTG
GCTCGGATACAATTAGGGAGTTTACACTT 

P1: Ψ 1198/26S 
P2: Ψ 230/18S 

Ce149 
(CeN125) 

4 AL032637 
46348-46211 

ccacccacggcaaCAAATTCCAATTGTGTGTAACATT
CAATGCAATTGAGCCGACGCCGTGGGAAATCA
CTTTCGTGGAACCATTTGATCCCACGCTCGTTA
CTGTTAATGATTGTGGTTTGCACGTGGTTTACA
ATT 

P2:Ψ 940/26S 

Ce162 
(CeN43) 

3 AF000263 
5550-5521 

gtgcccggtctttgccccggatcaactttaatagttatgacggtttccgactcg
GGAAAATAGATTCTTGCATAACGACGGAAATT
TCAGAGTTTGTTCTGAATGTCTCCAGTCGATGT
GCAATACAATT 

P1: Ψ 1996/26S 
P2: Ψ 1667/18S 

Ce166 
(CeN126) 

1 Z74028 
8885-8755 

aaagcagtcgttcaGTGGCGCAAGCGATTTTCCCATGC
GCTTGTGCCTAATCTTTGACTGCGAGATAAAAA
TGTCAGAGTCAAGCGGTCCGCTATCTGTGTAGC
ATTCTGTTCAAGATTTGACTGATATTT 

P1: Ψ 3220/26S 
P2: Ψ 2828/26S 

Ce222 
(CeN101) 

1 Z71181 
21221-21092 

gtaacctctcttataagccgggggactagcattttgttaagttcactagtaaaat
gagaggtaaagcatagagacaaccagacacCGAGAATGTTTTG
ATGTTTTCGGTCACTTTGTGTGTCCCACAAAT 

P1: Ψ 580/18S 
P2: Ψ 1266/18S 

Ce244 
(CeN83) 

 Z79754 
35280-35505 

tttccacactccttaagctAGTTTGACTGTGATTGTGCATT
TTAGATCGCTTCATGAGTTCGCTGCGTTTTGCT
GTGAATTCATTGTTGCCCTAATTTGTATAGTCA
TGGGTGTCAAATTGGCGAGTTACGTGTGGTAA
ATGGATGACGATCAAATTTTGTTCTGTGAACTT
TGCCGTAGATGTGATGCTGTTTGTTTATAGATT
GATAATGATTGTCGAACAATT 

P1: Ψ 2369/26S 

Ce273 
(CeN85) 

3 Z49886 
1728-1511 

aacgcacaacttaagaacttgcGAAATCTACACATTCTTGG
CTCTTCTTAGCTGCGTTTTGCAGTTCAGATTCT

P1: Ψ 2367/26S 
P2: Ψ 1422/26S 
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GCCAAGTTTTGTGTTCATGGTTACGCGAGTGTC
ATATTTGTGCTATATAAAAAATCGTCTCACAGT
AAATTATAATAGTTAGAGTATCTAAAGTCGCG
CTAAGGCCCCGATATTCTATTTTTCCTGGTGTG
AACGATGACATTT 

P2: Ψ 1392/18S 

Ce309 
(CeR-9; 
CeN41) 

4 Z92817 
26676-26814 

gcatgcaccttgcactCTACGCCTTTCCTTTCAATGGGT
TGGTATGATTTAATAAGGATGCAAGAGAatagtac
gggaaGTTCGAAGACTTGCGGATTTGCTTCCACG
GCTCCGCGAGTTCATAACTGTCACCACAATT 

P2: Ψ 513/18S 

Ce323 
(CeN81) 

1 Z72507 
33208-33334 

tgtcgaagagtAGTCATTTGTATACGTGATACACTTA
TACAGAGTTACACTTTTCGTATATAAGTGCTTC
TTCTCGTTGGAGTTGTTTATTTAATGAGCAATT
ACCTCTAAACTGAAAGCAACAATT 

P1: Ψ 2361/26S 
P2: Ψ 1443/18S 
P2: Ψ 55/5S 

Ce375 
(CeN94) 

1 U53336 
25600-25725 

atatctcctgcctctcacggtttcatctgtgagaagcttcaaagaactgcaatag
aagtctagctcgagatgcgtGTGCCGGTTTGCTTTTAATGC
AATATGGTTCCTTTTCTCCTCGGGACAGTT 

P2: Ψ 69 / U6 

ComCe14 
(CeR-7) 

 Z71181 
20712-20577 

atggcatgtatttaatgcgggtggatgattttagttcagccgtttagcttgcatgc
aaaattattttctattgaagattttattcgctgcactcggtcatattcgagtctatga
tttttctgaaattggtacattt 

P1: Ψ 1058/26S 
P2: Ψ 3217/26S 
P2: Ψ 1718/18S 

ComCe22 
(CeN104) 

 U53336 
7829-7959 

ctgcaatgttctcagtgcatcctttggttctccgagccgaaagaagtcactagc
tgaaaaagagtttatactctgatcacacagtaacattgcaataaaagcttagctc
gagatgcgtgtgccgttctgcttttaatgcgatctggttccttttctcctcgggac
aatt 

P2: Ψ 69/U6 

 
 
 
 
II.3 C. elegans H/ACA-candidates independently confirmed by Deng et al.2006 and Wachi et al. 
2004 in in INTERGENIC REGIONS 
 
name number 

of seq. 
clones 

NCBI 
 

sequence predictet targets 

Ce27 
(CeN49) 

18 
 

AL132949 
214880-
214746 

caccgcctctCTACCAAACACTTGCAAGTTCTGTTTA
TTGCAAGTGCATGGAAGAGGCGAATAGAAAAC
GGAATGATGTCCACTCCTTCGATTATCGTTCAT
TGGATTGCGGGCACTTTACCTCGTTCGACATTT 

 

Ce87 
(CeN51) 

2 Z47811 
6577-6711 

gcgtgagtaCTGGCTGTTTGTGTCTCCGCCATTGCC
AATCAGCTGTCATTAACCACGCAATACCGTAC
AGAGGTGCTAAATTACCGTGAAAACCACTTTA
AAAATTGGTCACTCGGAGGAGGCACCTCAACA
TTT 

 

Ce105 
(CeN66) 

6 Z49969 
14476-14605 

aacgcacgcttaTTTCGCGCCGCAAGTTTTGCAATGA
CGATGTGGCTAAAGTGTAGTGCAATATGAGCT
CGCTCACGGCGTTGCGGACCATAGTCTGAACA
CGGTTCGCGTTTATGTGAGTGAAACAATT 

P1:  Ψ 1435/18S 
P2:  Ψ 1361/26S 

Ce176 
(CeN36-1) 

5 Z11126 
13110-13240 

atatcgctctccagctccatGCCGATGTAAAAAAGTCAGT
GTGGCGTTTTCATGAGCGGAAATTATCACTGTT
CCAAAAAACAATTGCTAGTCTCCTGTGAGCTA
ATGATCACCTGATGGTTCAGACACTT 

P1: Ψ 3056/26S 

BlCe176 
(CeN36-2) 

 Z79602 
7829-7959 

atatcgctctccagctccatgcagacgtgaaaaagtcggtgtggcgttttcatg
agcggaaattaacattgttccaaaaaacaattgctagtctcctgtgagctaatg
atcacctgatggttcaaacactt 

P1: Ψ 3056/26S 
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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 
 

II.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 
622936-623070 

AAATTTGCATCGAAAAGGGACGGGGTTTCCTACTG
GATTGTTCCGTATAATTTTGGTGCGAAAGCATAGAG
AGCCGCAGTGTTACTCTTCATCACAGATTTTGTGAA
CGGAGAGTGTCAAGCGGTTCCCACATTC 

P1: Ψ 1517/18S 
P2: Ψ 1150/18S 

Cb175 CAAC01000005 
191849-191717 

CTTCCCATTCAGTAGTCCCGGACGAATTAGAATTTA
GCGTACGGTTTGGACATAATGGGGAAATGGACTTT
ACTCTTTTTGCAGCGAAGTTGATCCTTATGATCTCTT
TGCTAGCCATAAGTTTAATACAATG 

P1: Ψ 2418/26S  
P2: Ψ 2484/26S 

Cb182 CAAC01000041 
151470-151599 

GTTCCACTTGTTATCTAGAAATCATAAGTTGTAGTT
ACTTTGTGATACAAATAGGTGGTATAATGATTGTTC
CTCTGCCACACGTGTACTGGCTTTATGCTGTATGAG
TTCCAAAGATCTACGAACAATT 

 

Cb192 CAAC01000078 
622532-622666 

ATACGAGGTCCAGAGTCACCTTTTTGGATATAATTA
CTAATTCGGTGCTTGGATAACTCGAAAATAAAATTG
GTCGTATTATGCAAGTAGGGCTTGCTTCTGCGCTCC
CCTCCTTCACCTCATTCCCATACATTC 

P2: Ψ 2559/26S 

Cb210 CAAC01000009 
565206-564987 

TCTACACGTGATTAGCGGTCCTCTTCGGGGTTGACT
GCTTCTCATTGTGGAGCATCGAGGGCTTTCTATTAA
GTTGACCTTGGTCCACCGTGTCGTATACCAACAGTC
TGTGTGGCCCTCTAATGCTACTTGAGATGCCCGGGC
TGAATTGCATATTCCTTATCCTTCCGTAGATCCGAC
GGATCAATGACGGTTAGGACAAACCATGCAAATTA
CAATA 

 

Cb248 CAAC01000118 
36984-36854 

TATGCCACAGTGTCTGGGCAAAGTAGGCTGTTTTTA
ATAGTACTAACTTAATCCACTGATGGCTATAGGAAA
GCATTGTGTAATCCCCGAACACCTCTGTGGTGTATT
GGATTCATGACATTGCGACAATT 

P1: Ψ 2295/26S 
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Cb280 CAAC01000101 
188656-188522 

TATGCTCTTTAAAAGCACTGGTTATAGGACTCTGAC
TTGTCCATGCCAGCCGTCAAAATGAGCTATATAGAA
TATCTTGTTTTTGGGTGAGGTGTAATTGTATTTAGAT
TAGATCTCAATAACACGATGACAATT 

P2: Ψ 3036/26S 

Cb283 CAAC01000078 
623323-623455 

TAGTGCATCAGAAAGGGACGGGGTTTCCAGTTGGA
TTGATCCGTATAATTTTGATGCGAAAGCATAGAGAG
GTGCAGTGTTACTCTTCATCACGGATTTTGTGAACG
GAGAGTGTCAAGCGCTTCCCACAATT 

P1: Ψ 1517/18S 
P2: Ψ 1150/18S 

Cb345 CAAC01000041 
151102-151228 

TCAGCACATAAATACGGAGAATTTCGAAGTCGATA
TTTTCTAGTCGTAGTGTGCGATATAAACCGTTCTAC
TGCCACACGGGTACTGGCCTTGAAGCTGTATCGGTT
CCAAAGTTGTTCGAACAATT 

 

comCb6 CAAC01000016 
1050031-
1050165 

GTTGCTCTTCAAAAGCACTGGTTTTAGGATCCATTA
TTATCCAAGCCAGCCGTTAAAACTGAGCTATAAAA
AAAATCTTGTTTTTGGGTGAGGTGTATTCAAGTCAG
AATGGATCTCAATAACACGATGACAATT 

P2: Ψ 3036/ 26S 

comCb7 CAAC01000129 
1369405-
1369566 

TAGTGCATGCTATTAGAACTCGTAAGAAACTTCGTA
ATCTTACGAGTGTCGAAGATATGCAAAATAAAAAG
CATGGGCACAAGTATCATGTGTTGGTATCATTGTTT
CAAGTTATTTGTTGCTATGGTATCGATAAGCATGCT
ACGTGTGAAGTGCGACAATT 

P1: Ψ 2238/26S 
P2: Ψ 1578/26S 

comCb9 CAAC01000129 
227294-227435 

TTATCTCTCGTCTTGGCGCTTCCACTGGTGAATGTG
GTTGTGTATGTTACGAGAGGAAAAGTAGTGTCTTTT
AGACTTTCGGATCTCCTTCGGTGTTTGCCTTGAATTT
CGGCAAATGTCATCCTCTGGGTTCGAGACAATT 

P1: Ψ 18/U6 
P2: Ψ Ψ 1405/18S 

comCb12 CAAC0100006 
849609-849735 

CACGCAGGTGTCCATTACGCGAAGACCAGTGTCTTA
CGACGTTTAGTTTAGCTTGCAAGATAAAACTGACAT
CTCGAAGACAGGAGTATCGTTTCGTAGAGCTACTGT
TCAAGATTGGCAGACACTT 

P2: Ψ  2978/26S 

 
 
 
II.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
TAATGATCATTAGCTGGTAGCAGGTGCAATAGC
GTTTCGGAGTCTTACCGGCGTTCACCTTCCAAA
GGGTGTGCGTTAAAAGTTCATCCGAACAGTT 

P2: Ψ 2520/26S 

Cb25 CAAC01000012 
72878-72753 

TCCGCACGCTGAAAGTCGAGTGAGCCTGCTCCA
AAGGCTCTTTCGTTGATTATGTGTGCCAGAACA
ACGCCATAGGTATCATTCTTCGTCTTCTTAGGC
GCGGAACATCTAAATATGGCTACAGTT 

P1: Ψ 339/26S 
P1: Ψ 1145/18S 

Cb36 CAAC01000028 
1870686-1870805 

ACGACTGCAACCTGCTTTCGATACATTATCGTC
TGCGGTACTTGTAGTGCTAAATGAATGTGGGCC
CTCCGTGTGCGTGTGAACTAATTGAACTAGCAC
TCCGTTGGTCACCGAACAATC 

P1: Ψ 1076/�� 
P2: Ψ  338/18S 
P2: Ψ  683/26S 

Cb48 CAAC01000012 
1315842-1315982 

CCCGCGTCTCTCCAACCCGGACAACTCGCAACA
TGTTGCAATGGTCTGTTCGACTGTTAGAGACGC
TAGATAAGAAAATTGGTGGATTCGCTAACACCG
CCGTCCTATGACCGGAGTTTGATAGTAGGCCGC
TGAACACTT 

 

Cb57 CAAC01000028 ATAGGCGGATAGGAACCAGGTCATGTTTGTATG P1: Ψ 2993/26S 
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1543885-1544016 TGATTTGGGCCGACATCCCCGCCGAAAGAAATT
CGTGAAGATCTAAGGTCGCTTCTGGATGGATTT
GCCACCGGGTGCACACCATCTTCATGTACAATT 

Cb58 CAAC01000118 
97064-97188 

TTGGCAGCGTTGTTTGAGAGTTTACTCCCGTGA
GGAAGCATCTATTTATCGCTGCGAGATAAAATA
TGTCCTTTATTCCCGCTCCTGAATTTTGTTTCTT
GCGCGATGATGCGGCCATGACAATT 

P1: Ψ  ����� 
P1: Ψ  98/5.8S 
P2: Ψ 112/18S 

Cb141 CAAC01000088 
233028-233168 

TACGCGTCTTTTCATCCAATTGTCAATGTGTAAT
CCAATGTTGATGATTCAGCGAATTCATTCAGAC
GCAATACTGACAACTTCTCCATTGACATCTAGT
CAGACTAAACTGGCTTGGATACAATTAGGAAGT
TTACATTT 

P1: Ψ 1198/26S 
P2: Ψ 225/18S 

Cb149 CAAC01000027 
731351-731491 

CCACCCAAGGCAACAAATTCCAATCGTGTGATC
TTCTCGCAACACGATTGAGCCGACGCCTTGGGA
AAGCATTGTCTTTGACCATTTGATCCCACTCTCG
CTACTCAATTGGTGATTGTGGTTTGCACATGGT
CCACACTT 

P2:Ψ 940/26S 

Cb162 CAAC01000061 
336194-336066 

CAGCCCGGTCTTTGCCCCGGATCAACTTGAATA
GTTATGACGGTTTCCGACCAGGGAAAATAGATT
CTTGTACGTAGAGGTGATTTCAGACTACGTTCC
GAATGTCTCTTGTCTACGTACAATACATTT 

P1: Ψ 1197/26S 
P2: Ψ 3294/26S 

Cb166 CAAC01000014 
1758124-1757993 

AAAGCAGTCGTTCAGTGACGCAAGCGATTTTTC
AATGCGTTTGTGCCTAATCTTTGACTGCAAGAG
AATCATTGTCATAGTCAAGCGGTCCGCTATCTG
TGTAGCATTCTGTTCAAGATTTGACTTACATTT 

P1: Ψ 3221/26S 
P2: Ψ 2829/26S 

Cb222 CAAC01000044 
1357791-1357661 

TTTTACCTCACTTATAAGCCGGGGGACTAGCTT
TATGTTGTGTTCACTAGTAAAATGTGAGGTAGA
GTATAGAGACAGCCAGACACCGAGAATGTTTT
GATGTTTTCGGTCACTTTGTGTGTCCCACATTT 

P1: Ψ 574/18S 
P2: Ψ 1261/18S 

Cb273 CAAC01000012 
3239154-3239367 

AAATGCACAAATTAAGAACTTGCACAGTCGGCT
TTCTCATTTTTATCTCTTGGCTGTGTTTTGCAGT
CGCGTTTAAAATGAGCTCAGCTATTGATCATGC
GAGTGTCATATTTATGCGAGACTATGTTCGTCT
ATGCATTTCTGTCGTAGTGAGGAATTCCGAAGC
CACGCTACGGCTCTGAATATCTCATAATGTTCA
TAAACGAAAACATTT 

P1: Ψ 2368/26S 
P2: Ψ 1191/18S 

Cb309 CAAC01000140 
21346-21480 

ACAGCACCTTCACTCTTCTATCATTCCTGTGTGA
ATGCCTAGATTTATTAAGGATGCAAGAGAGAA
GAACGGGAAGTTCGAAGACTTGCGGCAAGTTT
CTCACGACTCCGCGAGTTCAAAACTATCACCAC
ATTT 

P1: Ψ 726/18S 
P2: Ψ 2978/26S 

Cb323 CAAC01000141 
42923-43049 

AACCGAAGAGTAGTCATTTGTATATGTTTCTTA
TATGTACAGAGTTACACTCTTCGAATATCAGTG
CTTCTTCTCGTTGGAGTTGTTTGATTTATGAGCA
ATTACCTCTATTCTGAAAGCAACAATT 

P1: Ψ 2362/26S 
P2: Ψ 2422/26S 

Cb375 CAAC01000364 
4400-4545 

TGTGCAGTTTCTCTCATGGTTTTCGACTGCTGAC
CGTAAATTTTCCGGTCAGAGGTCGTTAGAGAAC
TGCTATATAAGCCTAGCTCGAGATGCGTGTGCT
GGTTTGCTTCCAATGCGAACTGGTTCCTTTTCTC
CTCGGGACAATT 

P1: Ψ 2245/��� 
P2: Ψ 69/U� 

ComCb14 CAAC01000044 
1357274-1357141 

TAGGCATGTATTTAATGCGGGTGAATGACGTTA
ATTTGGCCGTTTAGCTTGCATGCGAAATCATTC
TCCATCGAAGAATACATTCGCTGAGCTCTGTTC
AAAGAATTCATGATTTTTCTGAAATGGAAACAT
TT 

P1: Ψ 1058/26S 
P2: Ψ 1979/26S 
P2: Ψ 1705/26S 
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II.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 
33096-33230 

CTCCGCCTCTCTACCAAACACTCGTAAGTACTATTTAT
TGCGAGTGCATGGAAGAGGCGAATAGAGAACGGAAC
GTTGTCCACCCCTTCAATCATCATCAAATTGGATTGCG
GGCACTTTACCACGGTCGACATTT 

 

Cb87 CAAC01000064 
21658-21521 

gcgtgagtACTGGCTGTTTGTGTCTCCATCCATTGCCAATC
AGCTGTCATTAACCACGCAAGACTGTAACGGAGTGCT
AAATTACCGTGTGAATACCATAACAAAGATTGGTCAC
TCGGAGGAGGCGCTTCCACATTT 

 

Cb105 CAAC01000005 
281980-282108 

GTAGCACTCATATTTCGCGCCGCCCGTTTTGCAATGA
CGACGTGGCTAGAGTGAAGTGCAATAATGACTCGCCC
TGGCGTTGCAGACCACAGATTGAAAATGGTTCGCGTT
TATAGGGGTGTTACAATT 

P1: Ψ 2154/26S 
P2: Ψ 1361/26S 

Cb176 CAAC01000030 
316415-316547 

CCATCGCTCTCCAGCTCCATGCAGACGTAAGAAAGTC
AGTGTGGCGTTTTCATGAGCGGAAATTGTACACTGTT
CCATAAAACAATTGTTACACTCTTTATGAGAGAACGA
TCACCTAATGGTTCAAACATTT 

P1: Ψ 3057/26S 

 
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 

 
III.1 In INTRONS OTHER THAN RPGs 
name NCBI sequence 



 27

 
CeR5 
(CeN56) 

AB125754 
AY948634 

tccccgtgattacaaacattgctgaaacctgcccacccgaaagcttcgagattggcgtgggggccgatcgaggaaaagctg
acaacggtgggaaccatgatacagattatgagagatgaggga 

CeR19 
(CeN69) 

AB125759 
AY948700 

gacaggatgatgagtcactcgctgagtgacaataagccgagtgttagcggtttttatgtaatcgtgatgatcattccctcaaaa
gcgataattgtgaactgactgtc 

CeN54 AY948689 gtttgtgatgactgcatacggatcactgggctctgaatctctatgaaccgataatatccgttctgata 
CeN62 AY948695 gtgcgatgaaggttaatgataagtttcggctgactcaaattgatgacacctttaatatgctgagcact 
CeN89 AY948711 gcgcgatgaggattgataacacatacacacactctgaagttatgtgaagagataattgaagaacggatatctgagcgc 
CeN103 AY948605 taccccatgatgtatcaatttagctaattgtgagctacttcgctctcgagattttgtcttgaagtgtgagtcgtattgaacgaacttt

gtcgaagctgatctgagggag 
CeN113 AY948654 tggctaatgatgttctctgcgaaatacacaacttactacaaactgatcttatttgaattgagggttactgtagctactactgtagct

accgtaatcctcacagtgtgaacttaaattaaagactgaagctt 
 
III.2 In INTERGENIC REGIONS 
name NCBI 

 
sequence 

CeN13 AY948665 agtcaatgatgttttttcaagacgggaccgactggtgaatgatgcataaatgaaatgctgagact 
CeN22 AY948615 attgcagaccggtgatgaaactgttctaggaagtgccgtcttagaaacaatgattatgaattggacgctgaggtca 
CeN53 AY948688 tggcaatgatcgaattatcattgagccaatccttttctgaattctgtgaggatgtaaatgataggtctgagcca 
CeN65 AY948697 aagcgatgacgattgatatctgctctaatgagtctgaattaccatgttgagatcttgtctgagct 
 
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) 

 
III.1 In INTRONS OTHER THAN RPGs 
name SANGER 

 
sequence 
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CbR5 CAAC01000078 
1552097-1552220 

CCGTATGATTACAAACTTCGCTGATACCTGCCCACCCGAAAGCTCAGAG
ACTAGGAGTGGGGTCCCGGTTGAGGACGGCGCTGACAACGGTGGGAAC
CATGATACAGATTATGAGAGATGATGG 

CbR19 CAAC01000044 
1766662-1766767 

GACAGGATGATGAGTCACTCGCTGAGTGACAATAAGCCGAGTGTTAGC
GGTTTTTCACAACCGTGATGATCATTCCCTCAAAAGCGATACATGTGGT
CTGACTGTC 

CbN54 CAAC01000059 
790768-790840 

GGGTTTGTGATGACTGCATACGGATCACTGGGCTCTGAATATTCATGAA
ACGATAATATCCGTTCTGATACCC 

CbN62 CAAC01000053 
160526-160456 

GTGCGATGAATGTATTGGATAAGTTTCGGCTGATTCATAATTGATGTCA
ACTTTATAACTTGCTGAGCAC 

CbN89 CAAC01000042 
298981-299054 

CGCGATGAGGAAATTCATCACACACACACTCCGAATTTTCGTGTAGAGA
ATTATTAAGAACGGATATCTGAGCG 

CbN103 CAAC01000016 
614549-614435 

TCCCCATGATGTCAAAACTTAGCTAATTGTGAGTCGTCTAATATTCTAA
AAAGCATTGCCTTGTTTGGAATTTAGCTGATACTGAACTAATATTCGTC
GAAGCTGATCTGAGGGA 

 
III.2 In INTERGENIC REGIONS 
name SANGER 

 
sequence 

CbN13 CAAC01000056 
269674-269738 

AGTCTATGATGTTTTTTCAAGACGGGACCGACTTGTGAATGATGCATAA
CAGAATTGCTGAGACT 

CbN53 CAAC01000016 
1481948-1482021 

TGGCAATGATTGAATTATCATTGAGCCAATCCTTTTCTGAACTCCATGA
GGATGGAAATGATAGGTCTGAGCCA 

CbN65 CAAC01000016 
1385750-1385813 

AGCGATGACGAATGATATCTGCTCTAATGAGTCTGAATCCCCATGTTGA
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 

III for C.elegans  
III.1 In INTRONS OTHER THAN RPGs 
name NCBI 

 
sequence 

CeN45 AY948682 gtggggcacagagttgcagttgattgaaactaaatcatgtgcgctaagttgtcccgaaagtatctttggatttctacaaaacagt
gttccttctttaggatgctgatccgtagagatctgaacaaat 

CeN59 AY948692 cacggccagtttgagttgattcgctctttcgcaatagagctttgagtcaaattactgtccggaaattatagagatgaagctcattt
ggagcaataacaattgttgaagctccgaaaatgatgctcttcccacaatt 

CeN91 AY948713 caaccactattcaagttaatcttatgaaaattattgataagatgattatagaactgtggaatataaacgcgaagcgaattataaaa
gcagagtgttactttccaaaaatgtttttttaatgaaatttttggtcttagacactcagacaac 



 29

CeN97 AY948592 ttccactgcgaagtcagcagactagtcaatcgattagtaggcgttacagtggtggaatatcaagatttatgtacaccgtctttgc
ttgaaacagtttttgtttttgctttgttcggaacgtttttcatgggactgagagttggaaatttagcactggtcgtttacagggttgtc
ctgcagtcaattctaagttaccttagtttatgtcccacacat 

CeN102 AY948646 tatccatgtttactactacttttcatctctttttcactgaaatgtcgagtatttttgcgatgcatggtaaagaaatcaaggtgaccag
gtttcttttcaattttcccccataattgaagagttacaatgccatctgacaagg 

CeN105 AY948648 gattgtcgtgaatcttgatcggcgtgtttattttacccgcgttgattgtaaaggccgacatatatcaaaatttgacattaatgctgg
aagtttctgaaatagttccatttttcttccaattatttcaaatgtcaaacaaac 

CeN127 AY948595 ccgaagtgcgatatccagacagaactttaagagtactgcttggactgagtttactaacttcgaatatgaaatagttgatcgataa
ccggaatatactcaaaaaaaaaggtgtgctccggacaaaaatcaactaacaaaa 

 

III.2 In INTERGENIC REGIONS 
name NCBI 

 
sequence 

CeN67 AY948698 gcccccattatctttccatcaaatgatttaggacgtcattgatggcttagaatggggaaaattgaatcggtagaatgtgatttgtg
agttgttcactgacacgtggcaactcgtattcgctacttcctacattt 

CeN68 AY948699 gtgccggatttaaacacttctgagttgctcacatgctcagaagaacaaggttcggaaaattagtgatcatttgatgtgctgaact
ccaaagagtcaaaactgagttggtgatcgtacattt 

 
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 III 

for C.briggsae (found by our group) 

 
III.1 In INTRONS OTHER THAN RPGs 
name SANGER sequence 
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CbN45 CAAC01000079 

104179-104305 
GGGGGGCACAGAGTTGCAAGTGATTGAAACTAAATCATCTGCGCTAAG
TTGTCCCGAAATGGTGTTTCGGATTTTAAGAAAATGATGCTTGCTTCAT
GAAGTGTCGTTGATATCTATTCGAACAATT 

CbN59 CAAC01000016 
2251938-2251797 

CCACGGGCAGTTTGAGTTGATTCGCTCTTTATTGATGGAGCTTGGGTCA
AATTACTGTCCGAAAATGATAGAGAAGAAGATCTAATCAATTTGAATT
GTCTTCCTTATGAAGATGATTTATCAATAGTCTCTTCCCACACTT 

CbN91 CAAC01000001 
123111-122972 

CATTTTTCGTCGATTTCTAAGTGGAAAATAAAGAAGCGAAGCGAAAAA
AAAGCAGAGTGTTACTTTCCAGAATTTCCCCCCTTTTCAATGGAATTCCT
GGTCTTAGACACTCGGACATTT 

CbN97 CAAC01000141 
42139-42351 

CACTGCGAAGTCAGCAGGCTAATCATCCGGTTAGCAGGCGTTACAGTG
GTGAAATAGCAAGAAATTTGCATCCCGTTATTTGCTTGAGACAGTTTTT
GTTTCTGCTCTTTTCGGCGCGTTTTTCATGGGACTGAGAGTTGGAGATTA
AGCACTGTTCGTTTACAGGATCTTCCTGATGTCAATCCTTAGTCACCTTA
GTTTATGTCCCACACAGTC 

CbN102 CAAC01000033 
393866-394008 
 

Not orthologous locus! 
AAACCATGTTTACTACTACTTGTCACCTCTCCCCTTGAGATTTCGAGTAT
TTTTGCGATGCATGGAAAATGAAATTTCAAAAAATCTGACCAGGTTTCT
TTCTAACCCTTATAGCTAGAAAGTTACAATGTTAGTTGACAATT 

CbN105 CAAC01000088 
165697-165545 

GATTGTCGTGAATCTTGGTCGATGGGCTTATTTTACCCCCATTGATTGTA
AAGGCCGACATATACCAGTTTCGACGGTTACTTACAGGAACAGCCTGA
ACATTTTGATTTTTGAAGGTTTTTTCTGTAAGCTTGTAATTGCTGTCGAA
CATTA 

CbN127 CAAC01000045 
1575251-1575389 

CCGAAGTGCGATATCCAGTCATTGAATTCATTTTAATGTTTGGCGTGTT
GTTTTTTTATTACTTCGAAGAGAGAATAGCTGTACGATAACCAAAACAG
CTCCCTATCGGGTTGCTTGGGACAAAAATCAGCTGACAACC 

 

III.2 In INTERGENIC REGIONS 
name SANGER 

 
sequence 

CbN67 CAAC01000088 
1694553-1694683 

CAATCCCATTATCTTTCCATCAGCCGATTTTGAAGTCACTGATGGCTTAG
AATGGGAGATATTGTCAGGTCGAATCTGATAAATGATTCATAAGCCCTA
GTTTGTTGCATCATTTCATTCTACCGACAAAC 

 
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 
 
I.1 Novel C. elegans isoforms of U4 and U5 in INTRONS 
 
name number 

of seq. 
 NCBI 

 
sequence 
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clones 
Ce13 
(CeN3-1) 

20 U5 AF003148 
24895-25016 

aactctggttCCTCTGCATTTAACCGTGAAAATCTTTCGC
CTTTTACTAAAGATTTCCGTGCAAAGGAGCATACAT
TGAGTATTACTTAGAATTTTTGGAGCCTTCTCGAAA
GAGCAAGGCA 

Ce119c 
(CeN3-4) 

1 U5 Z70270 
5918-5797 

aactctggttcctctgcatttaaccgtgaaaatctTTCGCCTTTTACTAAA
GATTTCCGTGCAAAGGAGCATACATTGAGTATTATA
TATAATTTTTGGAGTCCCCTTGAGAAAGCGGGACa 

Ce307b 
(CeN2-2) 

7 U4 AF022972 
10802-10661 

ctttgcgctgggGCGATAACGTGACCAATGAGGCTTTGCC
GAGGTGCGTTTATTGCTGGTTGAAAACTTTTCCCAA
TTGCCCGCGATGACCTCTGAAACATGGGTGCCATAC
GCAATTTTTGAACGCCTCTAGGAGGCAGaa 

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

of seq. 
clones 

 NCBI 
 

sequence 

Ce11g 
(CeN1-7) 

9 U1 U14635 
20452-20616 

aaacttacctggctgggggctattttgcgatcaagaaggcagaatccccatggtgag
gcctaccCATTGCACTTTTGGGCGGGCTGACCTGTGTG
GCAGTCTCGAGTTGAGATTCGCCAACAGCTTAATTT
TTGCGTATCGGGGCTGCGTACGCGCGGCCCTGAa 

Ce11h 
(CeN1-4) 

7 U1 U64837 
27738-27902 

aaacttacctggctgggggttatcTCGCGATCATGAAGGCGGGAT
CCCCATGGTGAGGCCTATCCATTGCACTTTTGGATG
GGCTGACCTGTGTGGCAGTCTCGAGTTGAGATTCGC
CAACAGCTTAATTTTTGCGTATCGGGGCTGCGTGCG
CGCGGCCCTGAa 

 
I.III Novel C. elegans isoforms of U6 found by blast search 
 
name  NCBI 

 
sequence 

BlCe378 U6 U53333 
1100-1201 

tttcttccgagaacatatactaaaattggaacaatatagagaagattagcatggcccctgcgcaaggat
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 spliceosomal RNA genes after 

screening a genomic library with known snRNA DNA probes. We verified 15 of these in our 

cDNA 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 spliceosomal 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 

of seq. 
clones 

NCBI 
 

sequence 

Ce157 2 U50068 
37825-37971 
SINE CELE45 

Gtaagtgaactgaaattgagaattttaattttaaaccgggggcagatagctcagtcggtagtggtggcc
gctagcagtctggaggtcacgagttcaagtccggcctcaccccctaggttcacccagcctctattggg
aagtggAGCAATCCACGACTGGATTATCGGCCACAGTCCCCGGC
TAGGACGTGGCTTAAATTACAGCCCAGAGGGATCACCACCAG
GCAGTGTACCTGAATCCCAGATCCGCAGTGCATAGCACTTGA
AGAACGGATCGTCCTTTAATCCTTTaatcctttaaaacttttagg* 

Ce268 1 AF067215 
25851-25898 
SINE CELE 45 

Acacaaacctagacacacgcgcaattcattgcattcagtttagagacagcttctcccgcaatcgatttta
tatatattccattagtaactcatacttccggggggtgcatggCTCAGTGCCTATGCGCGC
TGCTTGCAATCACAAGGTCACAAGTTCGACccccaccccctaggtccttc
cagccttaaatgggaattcagtgttcgttccactgtcttataatataatcaaagggttaaaccaggc* 

Ce293 2 AF025465 
3346-3405 
PALTTAA1_C
E PIGGYBAC 

gcacagttatttttttgcacaatccgatttgtctgaaaacacccgatttcaagatgaaacttctggaaaactt
ctcaaaaaaatatatggtggctcaaaaaatgccctaaaattttaaattttatcaaattttaggtcattttttga
gccgctataacttgttttctagaagttttCAAGAAGTTTCATTAGGAAATTGGGT
GTATTCAGACATTTTAAGTCTGATAAAGCAATGAaaaatttcggcaat
accacctttaatatattaataggcagtctccgttttgaacagtctttcgcattttttatcaaaaactataacca
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 (Ce157, 

Ce268, Ce293) that exhibit similarity to C. elegans transposable elements. cDNA clones Ce157 

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 

RTE1 non-LTR retrotransposon SINE-like retroelements (http://www.girinst.org). Ce293 

represents a 59 nt fragment of a putative nonautonomous DNA-transposon termed 

PALTTAA1_CE that is probably piggyBac-related [DNA transposon]. The 100 C. elegans 

PALTTAA1_CE copies are at least 90% identical to the consensus sequence 

(http://www.girinst.org). It is intriguing, why part of a DNA-transposon is represented in the 

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

the idea that those elements are still active. 

 

Field Code Changed

Field Code Changed

http://www.girinst.org/
http://www.girinst.org/
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Table S15: miRNA, group I for C.elegans  
 
name number 

of seq. 
clones 

NCBI 
 

sequence 

Ce228 3 Z93375 
13351-13068 

aacctagtggcaggcgaaacccgcaaggtgtcggccgcacgtctaccctcccctttataacgaccgtc
ggttttgaacgtactcggcggtgctcgtacgtATTTCGGTCTAGATTGATCTCGCT
ATAAAATAGTTGACGAACTTTAGATTGAATCAAACCATGACG
AGGACCGGGAGCTCCCGTTCGGCTCGTGATGATGCCACGGTC
CTAGAGCTCCCTCGATCAGAGGTTTCCCACTGACTGGCTATCC
GGTGGATAGATTCATCCAGTCCTGGTGGGTTCTGTCACGTTAC
AGGCCTCACTCCCCCTAGGTTAGACAAATTCAAAATTATCTG
AGCACCGCCGATGTGAGCTCCGCTTGTTAGGAGTTGTCAAAA
Ttttttttgccgtgtattatttgaggaagtaagcatgaaacattaccaaagaaaaatttccgggagtcaaat
cgttttaattattttgaaaaaaaactttc 

 

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

accession number and coordinates are given in column three. 

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

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 

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 

of seq. 
clones 

NCBI 
 

sequence 

Ce106 1 AF164959 
23496-23531 

tggattgagcaaaccaatgaaccttcacaacttgccgtccatcttaattaaatatgttttccaaaaagattcaa
accttgatatcctctcagagccgtcaAAATGGTCATAAATGTTCATCGCGACAC
CCGCGTAAttcaaatgtaacttttggatattagtcatgttgctacaaataggaatcaccactacaacat
cagctattcacatcctttagtcatttagtttagcccccat 

Ce150 1 Z83128 
3895-3952 

caaccaccgccattcctcgaaaaatgtcggccgcctgtcagaaagtgtgtatatataccccccgacgcaa
cacaattccgaccaccggtccggagtttgtGGGTTACCAAAATTGTCATTTGAAT
CCCCCCATAGACATCCCTTGACCGGGGGTTTTTgcaatttcatttatttttcct
gaaaagttgatatttccagtctttttagtgttcccaagtatttcgaaacatgtgttctatagaaaatcgattatga
ggg 

Ce296 1 U37548 
42383-42367 

ttattccccctctcacccttttcaagtttttgattctattgtgaccagtttaacatgttcgcccattgagtactgca
acaattttggatgtagttagcttGACCTTTGGAACAAAGTattctatgaccttaaaagcctgc
caaggcaaaatacctaagaatttgcaagatttcattggatatcacaaggtttgagaaagcgccatttttatgt
gtta 

Ce342 2 AF024498 
18777-18793 

*gtacagtcgactttccgtcatttttcaaaagtttttgaaggcgcctgaaaggcaggcattctttgttgtatct
atATGGACCTAGGACAACTatctccagctctctcgattcactagttttatatactttccag* 

Ce376 1 U58732 
1891-1867 

*aataatttcttttcccaacttctatcatctacaagatgtgattgtaattaattaatatattgtactagagtagga
aCATTTGTACTCTCTTCATTTGAAAACacattgctttacactttacactgtttctattt
gtgattttttgccgatgtacaatttgaaaataaacgactacttgatggtgactgctgccgataaagac 

Ce377 1 AL024499 
12164-12206 

ctctgatcctagttgtctctcgctacatttccgttacttttcgaccatattactctctccctctgcacatactcttt
gacgggttgctgcctcatttctctATCTCTCTCCATCTCTCTTCTTCCAAGAAG
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 CAAC01000060 
1060262-1060227 

gttattccaaatgttgtgattgtcctgtgaggttttttttgagtataatttcctagatttgttttgaaatcatctgtatttttcca
tctcagagccgtcaAAATGGTCATAAATGTTCATCGCGACACCCGCGAAActc
aaatgtaacttatcgatattagttttgtcgcctattttttaagcagtcactccccactcactgagcagctttaatccattc
gtcaacatcagagagg 

Cb296 CAAC01000078 
1654694-1654678 

cccgtttttctcaagtttttattctattgtgacccgtttcacatgttcgttcattcaaaaagttgcaacaattttcgtattccc
atgctgtagtgagtttGACCTTTGGGTCTAAAAattctatggtcccgacaaaaattgtgggtgaaaa
gagatttaaaaaccttcaaatttttactggtatcgaaataaagcaggaaagctaccaaaaaaaatt 

Cb376 CAAC01000068 
1780028-1780003 

aaactgtcccatcttcgtatctaaatcacaccaataacctttttgtatgtaccccacacactttgtgtgtttgt
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 

of seq. 
clones 

NCBI 
 

sequence 

Ce1a 
(CeN26-4) 

13 Z79754 
31359-31536 
(intergenic 
region) 

gccggcactcacgtccaacttggaagcgagcggaacccgtgatgtgtcggccgccgcgctctgtcacc
tcgaagaccagcgctgctttcatcgagaccatACTATACAGAATCATTTCTGCAGT
ATGTATCTCGTAATTCCCATCAAATTGGTAGAGATGCCAACTG
CGATGAAAGGGAGACGGGCAGGTCGCGAGCGTGAAGCAGTCC
TCTAATGACTTGATGACCGCACGGAGCCAATGAATTTTGGAGC
CGTAGTGGCCTGCTCTTCTGAGCAGTtataaatgtgtcacaaattagaataatata
ctaaatcacaaaacaaaaacttggataataaacatgaattgaagagtttctatataattgttccgaactt 

Ce1b 
(CeN26-5) 

33 AL117206 
8781-8608 
(intergenic 
region) 

ccactcacgtccaacttggaaacgagcggaacccgtagtgtgtcggccgccgcgttccttctcctcgac
ggccagcgctgctatcatcgagaccatactaTACAGAATCATTTCTGCAGTATGT
ATCTCGTAATTCCCATCATATTGGTAGAGATGCCAACTGCGAT
GAAAGGGAGACGGGCAGGCCGCGAGCGTGAAACAGTCCTTTG
AGGACTTGATGACCGCATGGAGCCAATGAATTTTGGAGCCGTA
GTGGCCTGCTCTTCTGAGCAGTtataaatctgagattttctataataacatgattgttttg
aaggagattttgtaatggttgatgaatttaacgagaatactgaatattctcaaaaacagca 

Ce1c 
(CeN26-1) 

33 Z79600 
12224-12052 

cccccgtacacaaacaatcgtctcaggcggaacccgtgatgtgtcggccgccgcgctcagtcacctcg
aagaccagcggttctttcatcgagaccatactaTACAGAATCATTTCTGCAGTATG
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(Intron) TATCTCGTAATTCCCATCAAATTGGTAGAGATGCCAACTGCGA
TGAAAGGGAGACGGGCAGGCCGCGAGCGTGAAGCAGTCCTTT
AGGGCTTGATGACCGCACGGAGCCAATGAATTTTGGAGCCGTA
GTGGCCTGCTCTTCTGAGCAGTtgtaaacttgtgctaaaaatgctaaatattctcatag
caaaaccttgaataacaaacatgaatagcttttatctagaatacacaattgttcggaactacg 

Ce5a 
(CeN26-2) 

43 Z75549 
31244-31421 
(Intron) 

tgtctgtgcctacacttaggatgctgaatgactgaacccgcgaggtgtcggctgtcgtgtacacactagcc
ccgccagcactctgcgtacatcgagaccaTACTATACAGAATCATTTCTGCAGT
ATGTATCTCGTAATTCCCATCAAATTGGTAGAGATGCCATCCG
CGATGAGTGGGAGACGGGCGAGCCGCGAGCGTGAAACAGTTC
TTCGGAACTTGATGACCGCACGGAGCCGATGAATTTTGGAGCC
GTAGTGGCTTGCTCTTCTGAGCGGAtataatcgaacaaggtttcaatctgatgttttt
ttaaacgtttttttaatgcatttgcgggtagtggattttataattgaattacattaaaaattgcgag 

Ce5b 
(CeN26-3) 

9 Z74034 
2259-2089 

acttacacactaggcagtgaccggcggaactcgctaggtgtcggcggttgtgtacacactaaccccttca
gcacaccgctttcattgagaccatactataCAGAATCATTTCTGCAGTATGTATTT
CGTAATTCCCATCAAATTGGTAGAGATTCCATCCGCAATGAGT
GGGAGACGGGCGAGCCGCGAGCGTGAAACAGTTCTTCGGAAC
TTGATGACCGCACGGAGCCGATGAATTTTGGAGCCGTAGTGGC
TTGCTCTTCTGAGCGGAtaataatttatttgcagtggcataaattgaaacatgtgaatgaca
cttccaaagttaattcgtttcaagtattctt* 

Ce9a 
(CeN21-1) 

30 U46674 
10045-9934 
(intergenic 
region) 

ggcacacacaaaacttagttgacggcggaacctgaagagtgtcggccgcgccgttttgttgcctcagca
cactttcaccctttctccagtcttcagtatgGGTCAATCTCTGATCTGCAACTGAAT
ATGATGAGTTCGGGCGATGATCTTCTGTGATTACATCGCACGG
CGAGGTGGGAACGCAATACCCGCCTGCCAGCCCGATTCTGAAC
caagttgcctagaaatattttggaaacataagactcttttagagttatttatatgaattacatcttgttgtgttcaa
tttgatgtgtttgttcattaaag 

Ce9b 
(CeN21-2) 

8 AF038623 
4988-4878 
(intergenic 
region) 

acgtacacaaaggaaggtggcgcgcggaactcgcattgtgtcggctgcggggtttacactggtcatcta
ctgcggtggaaaactttagtcttcagtatggGTCAATCTCTGATCTGCAACTGAAT
ATGATGAGTTCGGGCGATGATCTTTTGTGATTAAATCGCACGG
CGAGATGGGAACGCAATACCCGTCTGGCAGCCCGATTCTGAAC
cagtttttgaaggcacgtaaagtgatttgagtgaaggggaataagaagagatatttttagagtcaacagatt
cgctttgtgtgagctctcacttttcata 

Ce26 
(CeN34) 

6 U28943 
13315-13488 
(Intron) 

acaacaatagtgacaggcgaaaccctcaaagtgtctgccgcatcaaagcgggtgtatatataaacaaga
ggagaagagggagaaggccgcatgacggcaaGGCGAGTACTCGCAGCCACGAA
ACGTTCCCTGTTGAGCGCGCTAACTGTGAGCGAAAGTCCCTGG
ACCACTGGCAGAAAGTGTCACCCTCTAGGTTGGGTACTCTTTG
GAGTTTTAGTCATAGCACAGAGACGCTCCTTAGAACAGCATAG
GGCCTACTCTGATCGTCATGCTTTTgcaacattttgaaagtcgacaggaaacggt
gctctgtgaaccataaaatatgttatttcctctatcaaagagccctttgacacttatgctcacgacatgt 

Ce129/220 
Ce129= 
(CeN74-2) 
Ce220= 
(CeN74-1) 

1 
1 

Ce-220: 
Z79603 
14756-14820 
Ce-129: 
Z79603 
15472-15497 

actttaaaacgttccgaacgctatttggagttgcaaatggtctatgtccaaataaatttgtggaaattgcgaa
atacttcataacagaaccagaggttgcgcaattgcacgaaaaatgtctgccgcctgactctccttcggt
atataaacagcctacaatcacctacccgtgtctcggtccggcGTCAGTGGGTTATCG
TATTTCTCTCCCTTCGGGGAATTTCCCATCGGCATCAACTT
GACCGTTGC(220)gttttgaaatttttgaaaagacatacagtgtactactgattaatataattttt
tcagcattttgattgtataattttttttattctctgaaacgttccaaatactacttagtgttgcagagagtttatgga
aattcatcaatttttgaaaattgcaaaacacagtttaacagagctatctgccattgcacgaaaaatgtctgt
cgcctcactctcccttggtatataaacagcctacaatcaccgaagtatgtatcggtccggcgtcagt
gggttatcaagtttgcctcccttcggggaatttcccatcggcatcaacttgacagttacattttgaaa
atttgtattgagacaaaaaagttgggctgacacatttttgaacaacaattgtgaaatgaataggagtacttc
cgtattataattttacaatttctgaagcgttggaagtactacgtactgcaagttgcagaacgcttatctaatatt
atagatttttgaaaattgcgaaacacagtttaacagaactatctgccattgcacgaaaaatgtctgccgcc
tcactctcccttggtatataaacagcctacaatcaccgaagtatgtatcggtccggcgtcagtgggt
tatcaagtttgcctcccttcgggaatttCTCATCGGCACCAACTTGACCGTT
GC(129)ttttgaaatttttctgtaaaacacaatagtgaattacaaataaatcggactctactccagcagt
ttggttttatggtttaaaaaacctgaaacggaacaa 

Ce142 
(CeN71) 

3 Z81495 
8330-8270 

agagaaacccaccaccattcctcgagaaacgtccaccgcttgcattgcctctagtatatatacttcctcctc
cccaacagttttcgaattcctgcggtccGGATCGTATGGGTTATCAATTCTCAAC
CACCCCATACGAACTAACTTGACTACCGGAATTTTgcaatttttgataaa
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aattacttgtttttgtagtatgcaaattaaatataaaatttattattatttgtatttttttaaaaataaattcgtgtgtc
aataat 

Ce148 
(CeN37) 

1 U40800 
17973-17860 

tggcgctctgctgttgcacgcttggtctagtggttaagagacgtggtcttcagtaatactacaaagagttcg
caaccctctcactgcatctatgtgtactCGCTCGTCGTAAATCGACAAGTGTAGA
AGGGAAATGATGCGAAATTGGCCGTGAACTCCGCAGGCGGAC
GAGGACTTTATGGTTCCTGTCCTAGTCAATTGGAGTTCCTCATT
Ttgtttttcttttctgttgtcaaaattttatacacagctacatagaaataaacattttattatagcattacaaatac
acatttaaattggtgaaactcaaa 

Ce178 
(CeN72) 

1 AF036694 
6251-6269 

ccataaattctcaatatcttatcatcggtccggtgttgatgggttattatcctgtggtgcttgtcgtcgctgatc
acattcaccgtcctctacacatcatCACAAATTTGACCGATGTTttgaatttttcacaaagt
gttataagttttataccgtatttcctctattacagggtgggccaaaagtatggtaacacgtttgcagctctata
actttact 

Ce347 
(CeN29) 

1 U28739 
17543-17565 

ctgcttcacttaaatgctagtcggcaagtgtatagttttctacccgtgatgaagaaattagatccaactccca
ggccagttgatacgtcttctggttcatGCAGATAAAGGCGAACGAACGGGttttgat
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 

Cb1a  Ortholog locus of Cb121a doesn´t contain the corresponding lib-seq. 
Cb1b CAAC01000141 

259435-259606 
tagcacacacaaagtatagcgggcggcggaacccgggagatgtcggctgctgcgcgtggttaggtccggcgc
ccgcgttgctttcatcgagaccatactaTACAGAATCATTTCTGCAGTATGTATCTCG
TAATTCCCATCAAATTGGTAGAGATGCCATCCGCGATGAGTGGGAG
ACGGGCAAACCGCGAGCGTGAAACAGTTCTTCGGAACTTGATGACC
GCACGGAGCCGATTCATTTTGGAGCCGTAGTGGCTTGCTCTTCTGAG
CGGatataaatgaaacaaacgaatactattgtcaattcaaaaagatcgcaccggtgaacacacaaacaaacaa
gtaaacaagagggcggagcgatccgcccct 

Cb1c CAAC01000011 
109363-109535 

aggcacacacaaagtatagtggctggcggaacccgggaagtgtcggctgctgcgcgtggttaggttcagcggc
cgcgctgctttcattgagaccatactaTACAGAATCATTTCTGCAGTATGTATCTCGT
AATTCCCATCAAATTGGTAGAGATGCCAACTGCGATGAAAGGGAGA
CGAGCATGGCGCGAGCGTGAAGCAGTCCTTGAGGACTTGATGACCG
CACGGAGCTGATTAATTTTGGAGCCGTAGTGCCATGCTCTTCTGAGC
AGTtatataaaagttttccaaagcgaaagagaaggttctgaaaaataatactttacacaacaaataccttattgtg
atgacgaccggctacggatcctctgtt 

Cb5a CAAC01000141 
247781-247604 

gagtcggcgcacacacaaagtatagcgggcggcggaacccgggaagtgtcggccgctgcgcgtggttaggtt
cggcgccgcgttgttttcatcgagaccaTACTATACAGAATCATTTCTGCAGTATGTA
TCTCGTAATTCCCATCAAATTGGTAGAGATGCCATCCGCGATGAGTG
GGAGACGGGCAAAACGCGAGCGTGAAACAGTTCTTCGGAGCTTGAT
GACCGCACGGAGCCGATTCGTTTTGGAGCCGTAGTGGCTTGCTCTTC
TGAGCGGAtataaatgaaacaagtgaatagaaccagggaactggtgtcttgaaaaaaattaggttgcaaa
aatacaaaggaaactattgccttcgaaaattttcgnnn 

Cb5b CAAC01000141 
412943-413113 

Gcacacacaaagtatagcgggcggcggaacccgggaagtgtcggctgctgcgcgtggttaggtctggacgg
cgcaccgttttcatcgagaccatactataCAGAATCATTTCTGCAGTATGTATCTCGTA
ATTCCCATCAAATTGGTAGAGATGCCATCCGCGATGAATGGGAGAC
GGGCTTGCCGCGAGCGTGAAACAGTTCTTCGGAACTTGATGACCGC
ACGGAGCCGATTCATTTTGGAGCCGTAGTGGCTAGCTCTTCTGAGCG
GAtataagtaaatttagaactacacgctctcccacagaacaattccgaactgcaaattaatttttgatctacagaaa
aagtttggcgcgatcacaattgcag 

Cb9a CAAC01000090 
78109-78220 

gctacacacaaagtatagtgggcggcggaacccgggaagtgtcggccgcacgttttcatcacatccgcgccgc
ttgctgacttcttcagtcttcagtatgGGTCAAATATTGATCTGCAACTGAATATGAT
GAGTTCGGGCGATGATCTTTCGTGATTACATCGCACGGCGAAGTGG
GAACGCAATACCTGCTTGCCAGCCCGATTCTGAACaaagttgctgaaaactaatt
gatatttttggaaaagtgaagacttctgcaatatggagttggatcgaaataaaaaaaaattggttattttcaggtacttt 

Cb9b CAAC01000055 
550385-550274 

tcgcacataaagcatggcgggcggcggaacccgggagatgtcggccgctcgtttaccccctaccacctactatc
cgcatgtgtcttcagtcttcagtatgGGTCAAATATTGATCTGCAACTGAAAATGAA
GAGATCGGGCGATGAAATTCTGTGATTACATCGCACGGCGGGGTGG
GAAACGCAATACCTGACCGTCAGCCTCGATTCTGAcacaaagttgtctgaagac
ttttatatagttcagtttttatgaaaatgattttgaggaatcgtttgcaacacatctgggcacctgtgttagaatatcctt 

Cb26 CAAC01000145 
2068-2893 

caaagtatagagggcggcggaacccgggaaatgtcggccgcagcgaaaggggttgctatataaacgtgcgag
agagaggaaggcagttgcatgacggcaaGGCGAGTACTCGCAGATACGAAACGTTC
CCCGTTGAGCGCGCTAACTGTGAGCGAAAGTCCCTGGACCACCGGC
AGAAAGTGTCACCCTCTAGGTTGGGTACTCTTTGGAGTTTTAGTCAT
AGCACAGAGACGCTCCTTAGAACAGCATAGGGCCTACTCTGTTCGT
CATGTTTTTgcaattcgtgaaggacaaccggaaggcacagctcactcgtccatgaaatgcttcgtttcctt
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 tccactgttgcatgcttggtgtaggggtaagcggcttgccgaccgatccgctcgcccgccactcgcgggttcgac
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101365-101482 tcccccacctgcatctatgtgtactCACTCGTCGTTTAATGGATGAGTGTAGAAGGG
AAATGATGCGAAATGGACTGTTAAACTCCGCAGGCGGACCCTAGCT
ATTTGTAGCTCTTGTCCTAGTCTAATGGAGTTTCTCATTTtttagtttttatttca
ataaatgaagttattttaattccatcttccagcctacaccttcacctagtagtttcttgatgttttcgcaagaattttgcct
gtt 

Cb347 CAAC01000012 
698376-698398 

gctcaagaaatactagtgccgccgactgactgccgcgacacccgtgatgaagaaattagatccaactcccagtct
agttagatacgtctttctggaacatGCAGATAAAGGCGAACGAGCGGGtcccacagaaatt
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 

of seq. 
clones 

NCBI 
 

sequence 

Ce172a 1 U64843 
13807-13845 

*gcattcaattgctgaaAGCAAATCACCGAACCCAACGGCCCTCTTAAG
GGCCACAaatgtattaaaatcctttttcaattagtagtttatttaatgaaataaagttttcttcattcttcat
cactattattcttattttttcttcttatttaaaa 

Ce172b 1 U64843 
19434-19460 

TtttatctctcgatttcatacaacaaaccaaccgAACCCAACGGCCCTCTTTAGGG
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 

(Ce172a, 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 

Ce11a 
(CeN1-1) 

65 U1-8 F58G1.10 Z81556 
(33218-33382) 

aaacttacctGGCTGGGGGTTATTTCGTGATCA
TGAAGACGGAATCCCCATGGTGAGGCCT
ACCCATTGCACTTTTGGGCGGGCTGACCC
GTGTGGCAGTCTCGAGTTGAGATTCGCCA
ACAGCTTAATTTTTGCGTATCGGGGCTGC
GTGCGCGCGGCCCTGAA 

Ce11b 
(CeN1-6) 

2 U1-9 T08G5.11 Z81589 
(11803-11967) 

aaacttacctggctgggggttatttcgcgatcaaGAAGGCGG
AATCCCCATGGTGAGGCCTACCCATTGCA
CTTTTGGGCGGGCTGACCTGTGTGGCAGT
CTCGAGTTGAGATTCGCCAACAGCTTTAT
TTTTGCGTATCGGGGCTGCGTGCGCGCGG
CCCTGAa 

Ce11c 1 U1-1  X51371 
(181-346) 

aaacttacctggctgggggttatttcgcgatcacaaaGGCGGA
ATCCCCATGGTTAGGCCTACCCATTGCAC
TTTTGGTGCGGGCTGACCTGTGTGGCAGT
CTCGAGTTGAGATTCGCCAACAGCTTAAT
TTTTGCGTATCGGGGCTGCGTGCGCGCGG
CCCTGaa 

Ce11d 
(CeN1-5) 

19 U1-4 F08H9.10 Z77657 
(7068-7232) 

aaacttacctggctGGGGGTTATTTCGCGATCAA
GAAGGCGGAATCCCCATGGTGAGGCCTA
CCCATTGCACTTTTGGGCGGGCTGACCTA
TGTGGCAGTCTCGAGTTGAGATTCGCCAA
CAGCTTAATTTTTGCGTATCGGGGCTGCG
TGCGCGCGGCCCTGAA 

Ce11e 15 U1-7 F40G12.14 Z77661 
(22220-22384) 

aaacttacctggctGGGGGTTATTTCGCGATCAA
GAAGGCGGAATCCCCATGGTGAGGCCTA
CCCATTGCACTTTTGGGCGGGCTGACCTG
TGTGGCAGTCTCGAGTTGAGATTCGCCAA
CAGCTTAATTTTTGCGTATCGGGGCTGCG
TGCGCGCGGCCCTG TA 

Ce11f 
(CeN1-2) 

38 U1 C15F1.9 AC006608 
(12788-12952) 

aaacttacctGGCTGGGGGTATCTCGTGATCAT
GAAGACGGGATCCCCATGGTGAGGCCTA
CCCATTGCACTTTTGGGCGGGCTGACCTG
TGTGGCAGTCTCGAGTTGAGATTCGCCAA
CAGCTTAATTTTTGCGTATCGGGGCTGCG
TGCGCGCGGCCCTGAa 

Ce79 
(CeN4) 

21 U6-2  X51388 
(158-259) 

gttcttccgagAACATATACTAAAATTGGAACA
ATACAGAGAAGATTAGCATGGCCCCTGC
GCAAGGATGACACGCAAATTCGTGAAGC
GTTCCAAATTTTT 

Ce117 
(CeN3-3) 

6 U5-1  X51385 
(155-276) 

aactctggttcctctgcatttaaccgtgaaAATCTTTCGCCT
TTTACTAAAGATTTCCGTGCAAAGGAGCA
TTTACTGAGTATTACATACAATTTTTGGA
GACTCCTTGAGAAAGCGGGTCa 

Ce119a 6 U5-5 F07C6.5 Z69659 
(6668-6789) 

aactctggttcctctgcatttaaccgtgaaaatctttcgccttttactaA
AGATTTCCGTGCAAAGGAGCATACATTGA
GTATTATATACAATTTTTGGAGTCCCCTC
GAAAGAGCGGGACA 

Ce119b 9 U5-7 F38E11.10 Z68342 aactctggttcctctgCATTTAACCGTGAAAATCTT
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(CeN3-2) (1320-1441) TCGCCTTTTACTAAAGATTTCCGTGCAAA
GGAGCATACATTGAGTATTATATACAATT
TTTGGAGTCCCCTTGAGAAAGCGGGACa 

Ce307a 
(CeN2-1) 

35 U4-3  X51384 
(287-430) 

ctttgcgctggGGCGATAACGTGACCAATGAGG
CTTTGCCGAGGTGCGTTTATTGCTGGTTG
AAAACTTTTCCCAATTGCCCGCGATGTCC
CCTGAAACATGGGTGGCATACGCAATTTT
TGAACGCCTCTAGGAGGCAGaa 

Ce310a 1 U2-8  X51380 
(303-489) 

atcgcttcttcggcttATTAGCTAAGATCAAAGTGT
AGTATCTGTTCTTATCGTATTAACCTACG
GTATACACTCGAATGAGTGTAATAAAGGT
TATATGATTTTTGGAACCCAGGGAAGACT
CGGGGCTTGCTCCGACTTCCCAAGGGTCG
TCCTGGCGTTGCACTGCTGCCGGGCTCGG
CCCAGt 

Ce310b 
(CeN18) 

49 U2-5 W07G1.8 Z82076 
(18363-18549) 

atcgcttcttcggcttattagctAAGATCAAAGTGTAGT
ATCTGTTCTTATCGTATTAACCTACGGTAT
ACACTCGAATGAGTGTAATAAAGGTTATA
TGATTTTTGGAACCTAGGGAAGACTCGGG
GCTTGCTCCGACTTCCCAAGGGTCGTCCT
GGCGTTGCACTGCTGCCGGGCTCGGCCCA
Gt 

Ce310c 2 U2-9  X51381 
(239-425) 

atcgcttcttcggcttattagctaaGATCAAAGTGTAGT
ATCTGTTCTTATCGTATTAACCTACGGTAT
ACACTCGAATGAGTGTAATAAAGGTTATA
TGATTTTTGGAAACTAGGGAAGACTCGGG
GCTTGCTCCGTCTTTCCAAGGGTCGTCCC
GGCGTTGCACTGCTGCCGGGCTCGGCCCA
Gt 

Ce310d 6 U2-14 F15H9.6 Z81504 
(7105-7291) 

atcgcttcttcggcttattagctaagaTCAAAGTGTAGTA
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 

of seq. 
clones 

NCBI 
(Wormbase) 

sequence 

Ce20 
(CeN8-2) 

5 Z82078 
25296-25407 
sls-2.14 
(W09D6.7) 

ggtttttacccagttaaCGAAGGTTAGCATTAAATTTCGACCTTTCGC
AAGAACGCGTTGAAATGCAAATCAATTTTTGGAACCGCTTC
TTCGGGGAATCCGTTGAGGCAAa 

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

ggtttaattacCCAAGTTTGAGGTAAACATTGAAACTGACCCAAA
GAAATTTGGCGTTAGCTATAAATTTTGGAACGTCTCCTCTC
GGGGAGACAAAa 

Ce103a 
(CeN16-1) 

8 U41279 
13489-13598 
sls-2.2 
(C17C3.16) 

ggttttaacccagttactCAAGGTACGCTGGAGTTCTGACCTTTCGAA
AGAGAGTGTCAAACAACTTTAACTTTTGGAACCGCTCTGCT
GGGGTTATCCGGTAGAGCAAA(c) 

Ce103b 
(CeN16-4) 

3 AF067219 
24613-24722 
sls-2.4 
(R12E2.16) 

ggttttaacccagttactCAAGGTACGCTGGAGTTCTGACCTTTCGAA
AGAAAGTGTCAAACGACTTTAATTTTTGGAACCGCTCTGCT
GGGGTCATCCGGTAGAGCAAa 

Ce133 
(CeN16-2) 

3 U29244 
35344-35453 
sls-2.1 
(ZK1248.18) 

ggttttaacccagttactcAAGGTACGCTGGAGTTCTGACCTTTCGAAA
GAGAGTGTCAAACAACTTTAATTTTTGGAAAAGCTTCGCTG
GGGTTATCCGGCGAAGCAAa 

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

ggttttaacccaAGTTAACCAAGGTTAGCATGGAATTCGATCTTTC
GAAAGAATGTGTCGAACACAAAAATTTTTGGAACAGCTTC
CTCGGGGTTTCCGTGGAGGCAAa 

Ce226 
(CeN7) 

2 AL033514 
181360-181470 
sls-2.8 
(Y75B8A.38) 

ggttttaacccaGTTTAACCAAGGTTAGCTGTCGTTTCGATCTCTC
GAGAGAGTGTGTCGAATAAAAAATAATTTTTGGAATCGCTT
CATCGGGGAATCCGTTGAAGCAaa 

 
 

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 

of seq. 
clones 

NCBI 
 

sequence 

Ce121a 
(CeN107-3) 

SRP-C 195 Z34533 
38793-39085 

accgagcGTCGTGGCGGGCGCTTGTGAGTCAGCTTCTT
GACGGTAGATGAGTGTGGATGGAGTGAGAGGAGGA
GTCCTGTGTATGTCGTTGTCAACGTCGACCGAGCGT
CCGTGCCAAGCGCTGCGTCACCAGGGGATGACTGT
CGGAAGATGGTCAGTCCCGGGTGCATAAGGAGTGG
TGGATGGTTCAGGACCGAAAGGTAGCAGACAAAAG
CCACCGCGCGGTGCAGTGGCCGGACAGCGCTTGTG
AGTTGACACGTATACACAGCCTTCTCAATACCTTCA
GACCACTTGTCACTT 

Ce121b 
(CeN107-2) 

SRP-D 157 U23515 
33855-33564 

accgagcGTCGTGGCGGGCGCTTGTGAGTCAGCTTCTT
GACGGTAGATAAGTGTGGATGGAGTGAGAGGAGGA
GTCCTGTGTATGTCGTCGTCTACGTCGACCGAGCGT
CCGTGCCAAGCGCTACGTCACCAGGGGATAACTGT
CGGAAGGCGGTTAGTCCCGGGTGCATAAGGAGTCG
TGGATGGTTCAGGACCGAAAGGTAGCAGACAAAAG
CGACCGCGTGGTGCAGTGGCCGGACCGCGCTTGTA
AGTTGACACACATACACAGCCTTCTCGATACCTTCA
GACCACTTATCATT 

Ce121c 
(CeN107-1) 

SRP-A 384 U00064 
12857-13148 

accgagcGTCGTGGCGGGCGCTTGTGAGTCAGCTTCTT
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. 
 

 

http://psyche.uthct.edu/dbs/SRPDB/rna/srprnaalphalist.html
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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 – Int1 
ttaatttcattaaatttgcagtgctgttaagaatagttaacgtgatttccgttcgttgcattgaaaaatgattag 
Gm703/26S; guidebox D´(11nt) 
Gm49/tRNA-Arg; guidebox D´(10nt) 
Gm3005/26S; guidebox D´(9nt) 
 
T08B2.9a – Int8 
atttttgtaaattgcatgagtattgtattaaacgtgtgatgtgcttgtaaaactagtatttagaggtttgttctaaaaagt 
Um613/26S; guidebox D´(9nt) 
Am3113/26S; guidebox D (10nt) 
Am459/26S; guidebox D (9nt) 
 
ZK546.13-Int3 
ggaaacttgttgaaatgtgaatcctcacctgaaatatttgataaatgcatttataaatgcatttatataaatgcaatacttctaatgttttc 
Um 2894/26S; guidebox D (10nt) 
 
C10C6.6 – Int3-sno1 
actctgttgactaaaaaggcatttcaatcaacgaaacaacgcgtgataaattgccaaaatacttccttccgcgacttgtacacaaaatttgagattttcgctggaagt 
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 
ttttttttcatcaaatctttgaaccaggccattttgaacctaatgaagcctgtgaccaaatttctgtactccatcgttaagaaaatgagaaaaag 
Gm3194/26S; guidebox D´(9nt) 
 
C10C6.6 - Int4 
atttttgattttccagaaaaccataagaaacatataattttctcattaaaaaaaaaatgaaaaatggccaaaattttgagctaatttttgaaaaat 
Um94/U2 guidebox D`(11nt) 
Um3217/26s; guidebox D`(9nt) 
Um1705/26S; guidebox D`(10nt) 
Um1810/26S; guidebox D (11nt) 
Um8/tRNA-Lys; guidebox D (10nt) 
 
C10C6.6- Int5 
gttttttaatgaataattttttaacgaaaaactatgaaaactccgcagcaaaaaatgtttaaaactacagtactcctcaaaggc 
Am1512/18S; guidebox D (10nt) 
 
Y43F4B.6 - Int4-sno1 
gtattaatgagacggacgattttgattcaacattcacgaaatactgtaatcatttggattgccaatatgacgatg 
Gm96/U1; guidebox D (9nt) 
 
Y43F4B.6 - Int4-sno2 
cagtgttgtgaaagtcccgactcggtgaatgtttgtggttttttttaatgtgttgtgtcagaatgtttattgcaattctctgtctg 
Um73/5.8S; guidebox D (9nt) 
Um47/tRNA-Arg; guidebox D(10nt) 



 47

 
Y43F8C.7 – Int4  
gaaatgatgcggaaaatttgacgtttttgccccggaaaattctggaaaaaacggacaaaatcgtgaatttttggctgaaaaattgatttt 
Am2814/26S; guidebox D´(10nt) 
 
K02C4.4 – Int8-sno1 
tttaaagaagagatatctttaccatcactaaggtactttataaagtatttcctgccaaacaaacagaggg 
Gm867/26S; guidebox D´(9nt) 
Gm52/U1; guidebox D´(9nt) 
 
K02C4.4 - Int 8-sno2 
gtcttctgctgtgtttctgatggcgaaagagagagactgcgacggcaagcaaatgacgaaatcgcacctcggcccgactccaaccctgggggcg 
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 – Int1 
gaaaatgatgaaaaaacacaaattctggggcaaaaaagtatattttttgtccagaaatcgtgatttttccgtctttttcctgattt 
Am 36/U1; guidebox D (12nt) 
 
F54C9.1 – Int2 
taaatatgaaagaactatatatatagttatataaactattcactcatagttttttacaaaaactgaaagcttaccaaattgataattaattccaaaacaaaaaactcctgaaattat
tta 
Am314/18S; guidebox D´(10nt) 
Um3505/26S; guidebox D (10nt) 
 
Intergenic region; neighbourhood of Contig138 
ttgattgattcgaagaaaaaattaagtttcaagctgttataccctataggggaacatctcgttttacaatccgaagagtagttattggaaaaataattctgacaa 
Am1096/18S; guidebox D´(10nt) 
Am12/tRNA-Cys; guidebox D (10nt) 
 
Intergenic region; neighbourhood of Contig246 
aaatgatgtatttagtactgctaaagctttattgaaaattgagaaagcggagaaatgggtctcctctcatt 
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-1sno1 
aatttgattgtaaattttttcgaaacttgaaaaagctatttataagtttttcaaaatttaaaattagccaattctgcttcatgaatt 
Cm2019/26S; guidebox D`(11nt) 
Um388/26S; guidebox D`(10nt) 
Cm3011/26S; guidebox D (11nt) 
 
C27H6.1 - 1sno2 
ctgtgctcatttttcggacacagcttatcaagtttataaatattttgacatcaaattcttactatcgttcacatctgaaaag 
Gm305/26S; guidebox D (10nt) 
 
C27H6.1 – Int2-sno1 
ttaacgaagcacctgcctattctatttcgtaaagctcatctcttggttaattttaattatttcggatacttttcaactgaaa 
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Gm685/26S; guidebox D´(9nt) 
Gm2552/26S; guidebox D (10nt) 
 
C27H6.1 - Int2-sno2 
ttcgatattgtagtatttacatgacataagaaatctttgatgtgtattgacttctgaaa 
Um73/5S; guidebox D (9nt) 
Cm1300/26S guidebox D (11nt) 
Cm1492/26S; 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 
aaatgatgtcatcatttgtaacctggtgacgggaagtagaggaagcgtgggccccgtaattt 
Cm506/18S; guidebox D´(10nt) 
Um1565/18S; guidebox D (9nt) 
 
C27H6.1 – Int5 
gttttttgagtattttagtttctacttattcgaattaatacagtatgagcgtattccaattaacgaaaatgagagc 
Am65/26S; guidebox D´(11nt) 
Um368/18S; guidebox D (11nt) 
 
C27H6.1 – Int8 
aaaattaagtaactaaattaaatttaactt ccgactgctttgacacatacatgttggcaaaatgggagattttaacttagaatacttgatgaataattttcag 
Um500/18S; guidebox D´-1(9nt) 
Gm845/26S; 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 
tttagaaaattttccaactctttcgaatttaaactctcagctgttataaaataataaatccaaaaagtactggaaa 
Gm2720/26S; guidebox D´(10nt) 
Gm17/U1; guidebox D´(10nt) 
Um2971/26S; guidebox D (9nt) 
 
C27H6.1 – Int10-sno1 
tatagttgttccacctattcagaatttttagtacccatctaaaaatagctaaatt 
Gm2565/26S; guidebox D`(10 nt) 
Um130/U1; guidebox D (9nt) 
Um130/U2; guidebox D (9nt) 
 
C27H6.1 – Int10-sno2 
aatgtgtgattttcaaatgtttttcaaaaaaactcactaatgtcgaaattacattttaaaaagtcgttgaagttctaatttacaagagattgaatt 
Um3503/26S; guidebox D`(10nt) 
Um32/tRNA-Thr; guidebox D (9nt) 
 
R166.5b -Int2-sno1 
gagaaaaatgaaaattattttgatcctaattttagttgatattcatcacaattagacgatgctttctagtgattctc 
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 
aaatttgataccggaagcaaattgatgaatgtgagatgacggcacgtagattagacatttgattgattta 
Um675/18S; guidebox D´(9nt) 
Am1408; guidebox D (9nt) 
 
ZK994.3 - Int1 
gatactgaaattttaaatatcatctaggctttcctgaaattccttatttttcattattaagaaccgtttttttaataaaaataacttgatatt 
Gm3317/26S; guidebox D` (9nt) 
Gm45/tRNA-Ala; guidebox D`(9nt) 
 
ZK994.3 - Int4-var1 
aagtagttgacaatgtttgaatttgagttcgaatttagaaaattaaagcaataacctaccataaagagtaatttgaaaactt 
Am3157/26S; guidebox D´(10nt) 
Cm2969/26S; guidebox D (10nt) 
Cm1873/26S; guidebox D (9nt) 
 
ZK994.3 - Int4-var2 
aaagtagttgacaatgtttgaatttgagttcgaatttagaaaattaaagcaataacctaccataaagagtaatttgaaaacttctggttt 
Am3157/26S; guidebox D´(10nt) 
Am218/18S; guidebox D-2(9nt) 
 
ZK994.3 - Int6 
gtaagtttattttacttttc atgatcttttctaattttttgttcatcacaggaatcttatac 
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 
tttttggtacttgtcatgcaatatgtacgtttttcaattgtactgttggtttccatgtacatgcatatttatgatcaatctatctaacaatctctctatctcaaaaa 
Am1201/26S; guidebox D`(11nt) 
Am1348/18S; guidebox D (9nt) 
Am23/tRNA-Gly; guidebox D (9nt) 
 
ZK994.3 - Int9 
ggtttgatgattggaaaatcatcattgaaatctgaaatgatgaacattttaaaccggaaatgaatgaaatt 
Gm 492/18S; guidebox D`(10nt) 
Um 1174/26S; guidebox D (10nt) 
 
ZK994.3 - Int14-sno1 
aattacagttgcttcagatttctagaaaaactgaaaaataataagaatgtgtaggtgtgtaattatgaaaaattatgcaccagaaactgaaatt 
Um104/U2; guidebox D´(9nt) 
tRNA-Cys; guidebox D´(10nt) 
Um2150/26S; guidebox D (10nt) 
 
ZK994.3 - Int14-sno2 
atattatgcattaacccatttttgtcactgagcccgatgttttcgaaaaaaactctataattcaataactgaga 
Am2487/26S; guidebox D´(10nt) 
 
ZK994.3 - Int14-sno3 
tttatgaatatactctctcattgaattgtaatcccggaacaaaataccagacaagaacataataaggttttaatctgataag 
Am221/26S; guidebox D´-1(9nt) 
Um684/26S; guidebox D`-2(9nt) 
Um344/26S; guidebox D`-2(9nt) 
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Um1514/18S; guidebox D`-2(9nt) 
Am721/26S; guidebox D (12nt) 
 
ZK994.3 - Int14-sno4 
tttgatgtgaacgtagtacatattttctgatttgttcttcttgaattttatttattttgttgaaa 
Um1317/26S; guidebox D´(9nt) 
Am1356/26S; guidebox D (10nt) 
Am736/26S; guidebox D (9nt) 
 
F46F11.9b - Int4 
taatctgataattttagaataatcatctaaaataggttctaaaaaactgaaaacttctcaatcttctttaaaatgatattg 
Um334/18S; guidebox D´(9nt) 
Um2890/26S; guidebox D´(9nt) 
Am833/18S; guidebox D (9nt) 
Gm1434/26S; guidebox D (9nt) 
 
F01D5.10 - Int1-var1 
aatttatgctaacctcctcgaaacaaattcctgatgattgatcaagcccgtattaggcgaaatcgaaattttctcaaatt 
Am2721/26S; guidebox D´(9nt) 
Um 97/5.8S; guidebox D (9 nt) 
 
F01D5.10 - Int1-var2 
aatttatgctaacctcctcgaaacaaattcctgatgattgatcaagcccgtattaggcgaaatcgaaattttctcaaattagctgaaatt 
Am2721/26S; guidebox D´(9nt) 
Um2529/26S; guidebox D (9nt) 
Um 1151/18S; guidebox D (9nt) 
 
F01D5.10 - Int2 
tttaaatgcgcatatctcggcggagattaaaggtaacaaaaatttgtcaactgacaaa 
Cm1200/18S; guidebox D (9nt) 
 
F48A11.5 - Int2 
gcgtagtggtcctcttcctcccctgtgcagtgttcccgctgacatattgattcgtcttcatgtccctgacgc 
Am1115/26S; guidebox D (10nt) 
 
F48A11.5 - Int3 
tcgtgacgtgctctttttaatccgaccaatagcccccattttcacatggattttcttgcagattgacga 
Am602/18S; guidebox D´(10nt) 
Am833/18S; guidebox D´(10nt) 
Am390/26S; guidebox D´(10nt) 
Cm40/tRNA-Pro; guidbox D (9nt) 
 
F48A11.5 - Int5 
aaaaatagattgcttggggcattttttggagctcagatcaattattttccgattttttgtttaaaaaattgggaatttctgtcattttt 
Gm1841/26S; guidebox D´(10nt) 
Gm887/26S; 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/U5; guidebox D (9nt) 
 
F47G9.3 - Int4 
ctggataaaaaataaattgagttatgtaaaaattagaagaaatactaac 
Um 129/U1; guidebox D´(9 nt) 
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C08D8.1 - Int2 
attttttataatactggggatcgttgcaagacccatgatcacatgagcgtgtacctttgaaatgacgtttgaagtttctggaaat 
Um31/U1; guidebox D´(9nt) 
Um 98/5.8S; guidebox D (12nt) 
 
C07A9.11 - Int11-sno1-var1 
tttaaaaaatttaaaatccattctcagagagatggatttttgcaaacttttgatgattttaagcatgtctagattatgtatagtattctgaaa 
Gm2417/26S; guidebox D´(9nt) 
Um83/U5; guidebox D (9nt) 
Cm5/tRNA-His; guidebox D (9nt) 
 
C07A9.11 -Int11-sno1-var2 
tttgatgattttaagcatgtctagattatgtatagtattctgaaagagtttttggaacattttttagaattgattaaattggattttctctagacggctaaaa 
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 -Int11-sno2 
tattaggactatgaaaaattcatttgtagtctaaaaagtagtctaaaaaatactgaacttttttcaaagtgctttcgctaaat 
Cm506/18S; guidebox D´(9nt) 
Am912/18S; guidebox D (13nt) 
 
C07A9.11 -Int11-sno3 
aacttctagatcaacattttatttcgtaatttccactggacccgtttttacaatttctccatgaaattttcccatttgtcacgtaaataattcaagaatactgtagtt 
Gm18/U2; guidebox D´(9nt) 
Um121/U4; guidebox D (9nt) 
Um104/U2+U5; guidebox D (9nt) 
Um95/U2+U5; guidebox D (9nt) 
 
C04G6.1a – Int2 
ttttacacatcattttgtgaaccaaatgttttgatttcaattggaccagttacttgaaaaatgggctcacaaaataatgcgcgaaacctaagaaa 
Tm3162/26S; guidebox D´(14nt) 
Um133/U1 guidebox D (10nt) 
 
C04G6.1a - Int4-sno1 
aacgtgagaatggagacatatttctaacaatgtattgcttgactcttcgaaggctgaggagcagctgaagtt 
Gm1318/26S; guidebox D´(10nt) 
Um367/26S; guidebox D (11nt) 
Um781/26S; guidebox D (10nt) 
Um1710/26S; guidebox D (10nt) 
 
C04G6.1a - Int4-sno2 
attgaaaatttatataatttttctgaattttttaatgattttttttcaattttgcaacaaatattaaaaggctgattta 
Gm93/U2; guidebox D´(13nt) 
Am3216/26S; guidebox D´(11nt) 
Am1703/26S; guidebox D´(11nt) 
Um2879/26S; guidebox D (9nt)  
 
C27H5.1-Int1-Var1-Sno1 
ttttcaccagtacaaatattgaaagtctgttttaatttttataaaaaacactgtattggtaaaatcctacagcaatgtttgaaattactcaaaa 
Um1106/26S; guidebox D`(10nt) 
Um2837/26S; guidebox D`(10nt) 
Um98/5.8S; guidebox D (11nt) 

 
C27H5.1-Int1-Var1-Sno2 
aatttttgaatttttgccaatttaccaaaacgctgactgatataaaaaatgtttgattacgatactcggtcatgtttacctaataactattaaggtttgcatgtttctgttt 
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Um1176/26S: guidebox D´(9nt) 
Um933/26S; guidebox D (12nt) 

 
C27H5.1-Int1-Var2-Sno1 
tgtattggtaaaatcctacagcaatgtttgaaattactcaaaaacccaatttttgaatttttgccaatttaccaaaacgctgactgatataaa 
Um98/5.8S; guidebox D´(11nt) 
 
C16D9.2a - Int7 
ttttttttgattcgtcaatggctgacaaaagatttggtttcaaaatgttctgtagaga 
Um1316/18S; guidebox D´(11nt) 
Um1110/18S; guidebox D´(9nt) 
Um22/tRNA-Cys; guidebox D (9nt) 
 
C16D9.2a – Int27-sno1 
gtttcaagaatggggatcggaaattatttgaattttcgaacattcctatagttattattatgagaaaggctaaggc 
Um2293/26S; 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 
ttttttattttaaaatccttcagtaaacgggttagtaatctaaccaccatccaatccaatccaatacaccatccaattataaaaacttagatttcatttgaatatcaaaatctgactaa
aaaa 
 
C05H8.1 - Int5 
ttattattagcgcaatactttccgatgcgcttttaaacgattgaaagtgtactcaatcgtgctgaga 
Um1511/18S; guidebox D´(10nt) 
Um 3441/26S; guidebox D´(10nt) 
Am201/26S; guidebox D (10nt) 
 
C05H8.1 - Int6 
tttggtatttgattactgtatatttggtattaactcagtgaaaatttaaattttctctgaaaattgtaattttttaacaagtggtgaagtttttcgcttaactaaa 
Um1676/26S; guidebox D´(11nt) 
Am 1636/26S; guidebox D (10nt) 
 
 
3. C/Ds in RPG-introns 
 
rpl-12 - Int1-var1 
tttaattaggtatttgacgtattatgcgtgattttcaatttgtcaaagatttcatcatcgtgatttttgaaa 
Gm105/5S; guidebox D´(9nt) 
Am37/U2; guidebox D´(9nt) 
Cm2547/26S; guidebox D (9nt) 
 
rpl-12 - Int1-var2 
aagttgctcatttttgtgcacatttaattaggtatttgacgtattatgcgtgattttcaatttgtcaaagatttcatcatcgtgattt 
Cm2240/26S; guidebox D´(12nt) 
Gm91/5.8S; guidebox D (11nt) 
Gm868/26S; guidebox D (9nt) 
 
rpl-13 - Int3 
atttaattaagtttgaaagtatttttgaacttagtcgataacagtttgttaaataattcctgcat 
Am2099/26S; guideboxD´-1(11nt) 
Gm144/18S; guideboxD´-2(10nt) 
Am456/18S; guideboxD´-2(9nt) 
Am923/18S; guideboxD´-2(9nt) 
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Um11/tRNA-Cys; guidebox D (9nt) 
 
rpl-14 - Int1-sno1-var1 
tattaattaagaaaaaaaaatgtatagcagatttattgaattttacttaaactttttaaaacgtttagattatcaatgcgatcagaaatg 
Um675/18S; guidebox D´(9nt) 
Cm1695/18S; guidebox D (11nt) 
 
rpl-14 - Int1-sno1-var2 
atgtttgtaaaatgcaaaaatcggaaagcatagctctgaatcattaaatagtgaaatcatcactgaaatat 
Um132/U1; guidebox D´(10nt) 
 
rpl-14 - Int1-sno1-var3 
gtttagattatcaatgcgatcagaaatgtttgtaaaatgcaaaaatcggaaagc 
Cm1695/18S; guidebox D (11nt) 
Um132/U1; guidebox D (10nt) 
 
rpl-14 - Int1-sno1-var4 
aaatcatcactgaaatatgctcgtta aagtgatttactgaacaattagtaattagattgttaatttatgatt 
Am1427/26S; guidebox D´-1(9nt) 
Um3408/26S; guidebox D`-2(10nt) 
Um1110/18S; guidebox D (10nt) 
Um47/U6; guidebox D (9nt) 
Um2422/26S; guidebox D (10nt) 
 
rpl-14 - Int1-sno2 
aagtgatttactgaacaattagtaattagattgttaatttatgattaatcacaacttcccttttgaaattgtttcgaatataatcgatataaatttagctgagcgttt 
Um2422/26S; guidebox D´(10nt) 
Um1110/18S; guidebox D´(9nt) 
Um47/U6; guidebox D´(9nt) 
Gm3064/26S; guidebox D (9nt) 
 
rpl-18 - Int3 
aaaattgtaaaaattattcttggtttttatgaaaccagtttagtactgaaataatacgaaaacatcggagtaactccggaatt 
Am43/18S; guidebox D´-1(10nt) 
Am843/18S; guidebox D´-1(9nt) 
Am1762/26S; guidebox D´-1(10nt) 
Am6626S; 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 - Int1-var1 
agttttttaaatcatttccaattgaaagatcagtccaagcgtcttttgaagatatgactttcgtttaattgagaatt 
Am 1053/18S; guidebox D (11nt) 
 
rpl-19 - Int1-var2 
gaaagatcagtccaagcgtcttttgaagatatgactttcgtttaattgagaattgtgcaaaatttgcatttttaattattgattt 
Um2656/26S; guidebox D´(9nt) 
Um785/26S; guidebox D´(9nt) 
Um1713/26S; guidebox D´(9nt) 
Um1326/18S; guidebox D´(9nt) 
Um2245/26S; guidebox D (9nt) 
 
rpl-19 - Int3 
taaatgatttgtttttccaaattattgagaagtctttcaatcaattattcatattaaaattcctgatgattt 
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rpl-21 - Int1-var1 
gaaagtaattatgatagtctttttcaatt ttgaaaagcaatctaatccaactcattttgactgaaatgactgattttt 
Gm1206/18S; guidebox D´-1(9nt) 
Cm2969/26S; guidebox D´-2(12nt) 
Um2894/26S; guidebox D (9nt) 
 
rpl-21 - Int1-var2 
tttgaatgacacctaaaacaatgctagcatgctgacaatttcattttcgaaagtaattatgatagtctttttcaattttgaaaa 
Gm1206/18S; guidebox D (9nt) 
 
rpl-26 - Int2-var1 
gactcatcacaactgtcaggtttgtgagttccatgattcttaatgttgcattcggactaggaaaagtttattatattttgaagtgaccgagtt 
Um3176/26S; guidebox D´-1(9nt) 
Um2519/26S; 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 
gactcatcacaactgtcaggtttgtgagttccatgattcttaatgttgcattcggactaggaaaagtttattatattttgaagtgaccgagtt 
Um 638/18S; guidebox D´(9nt) 
Um1651/18S; guidebox D (10nt) 
Um141/26S; guidebox D11nt) 
Um490/18S; guidebox D (9nt) 
 
rpl-26 - Int2-var3 
gtgagttccatgattcttaatgttgcattcggactaggaaaagtttattatattttgaagtgaccgagttcgt 
Um2558/26S; guidebox D´(9nt) 
Cm793/26S; guidebox D´(9nt) 
Um85/U2; guidebox D´(9nt) 
Um1651/18S; guidebox D (10nt) 
Um490/18S; guidebox D (9nt) 
Um141/26S; guidebox D (10nt) 
 
rpl-26 - Int2-var4 
ggtttgtgagttccatgattcttaatgttgcattcggactaggaaaagtttattatattttgaagtgacc 
Am782/18S; guidebox D´(10nt) 
Am145/18S; guidebox D (11nt) 
 
rpl-32 - Int1 
tttttgaagcacctactcattagaattgaaaagcagagaaataatggatgctaacaaa 
Cm1669/18S; guidebox D (9nt) 
 
rpl-33 - Int1-var1 
ccgctggatatttttgagctctgctgaaaaatattcagactgcaaattcttcatatagtctttaaaaaatgtatagtagcattatcctaactatttctagtcttatctaatccgcgg 
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 - Int1-var2 
ggatatttttgagctctgctgaaaaatattcagactgcaaattcttcatatagtctttaaaaaatgtatagtagcattatcctaactattt 
Am2310/26S; guidebox D´(10nt) 
Am443/26S; guidebox D (10nt) 
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rpl-33 - Int1-var3 
ttttaatcagtgaccgctggatatttttgagctctgctgaaaaatattcagactgcaaa 
Am2310/26S; guidebox D (10nt) 
Am172126S; guidebox D (9nt) 
 
rpl-37 - Int1 
aattggaagaataaactatcgaccggtctaatttgtcttattactttctgctccatgtgtgttactcaaatt 
Gm1265/26S; guidebox D´(11nt) 
Gm 61/U4; guidebox D´(9nt) 
Gm2408/26S; guidebox D(11nt) 
 
rpl-38 - Int1-sno1-var1 
gcaaaattctttataaagatacgtagattcaacgctcaagtctttcggaaaagttgtgaagatttcacctgatttgt 
Gm616/18S; guidebox D´(10nt) 
Um95/5.8S; guidebox D (9nt) 
Gm773/26S; guidebox D (9nt) 
 
rpl-38 - Int1-sno1-var2 
ttctttataaagatacgtagattcaac gctcaagtctttcggaaaagttgtgaagatttcacctgatttgttccagttttcttgaaagaa 
Gm616/18S; guidebox D´-1(10nt) 
Am951/26S; guidebox D´-2(10nt) 
Am972/26S; guidebox D´-2(9nt) 
Am25/U6; guidebox D (13nt) 
 
rpl-38 - Int1-sno1-var3  
ggaaaagttgtgaagatttcacctgatttgttccagttttcttgaaagaaaaacaattcattggaagtttctgatttttct 
Um95/5.8S; guidebox D´(9nt) 
Gm 773/26S; guidebox D´(9nt) 
Um1104/26S guidebox D (15nt) 
 
rpl-38 - Int1-sno2  
gaaagaaaaacaattcattggaagtttctgatttttctaatgttttggagtcagcacattttgtatctgtttcg 
Um1104/26S; guidebox D´(15nt) 
Gm1117/26S; guidebox D (10nt) 
 
rpl-42 - Int2 
tgttttattaaaaattaattcaaatgaagtgtgttttgtcgtattttttaaaagcttgtttaggaattttcaatttaaaaattatacctgaaatt 
Am1808/26S; guidebox D´(9nt) 
Gm100/U2; guidebox D (13nt) 
 
rpa-2 - Int2-var1 
gttatgaagtcctaaaaaagttgactgcactggtaaaattcagcgatgcttaactcggaaat 
Am54/5S; guidebox D(9nt) 
 
rpa-2 - Int2-var2 
gttatgaagtcctaaaaaagttgactgcactggtaaaattcagcgatgcttaactcggaaatttttgagaaaaaaaggcctttgacggc 
Gm598/26S; guidebox D´(9nt) 
Cm2650/26S; guidebox D (10nt) 
 
rpa-2 - Int2-var3 
ttatgaagtcctaaaaaagttgactgcactggtaaaattcagcgatgcttaactcggaaatttttgagaaaaaaaggcctttgacggcttgaaa 
Gm598/26S; guidebox D´(9nt) 
Um1454/26S; guidebox D (11nt) 
Um3254/26S; guidebox D (10nt) 
 
rps-7 - Int1 
gtttgtgtttaaacatttaacgtttgaatttttgattattttgaaaagagctttgaaaat 
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Um20/5S; 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 - Int1 
gctgtttaatttttattttatttaccagggatttggttgaatcagtaaaattaaatttaaaaaagatgatcg 
Am123/18S; guidebox D´(9nt) 
 
rps-9 - Int2-var1 
ttttacaaatgtttttcgatttaaaccagttaggtattcctgcgctattttgaagactgatccagtagtcattgtccggaatatttcattaaaaaatttatttcactgaaaga 
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) 
Gm1548/26S; guidebox D (9nt) 
 
rps-9 - Int2-var2 
attttgaagactgatccagtagtcattgtccggaatatttcattaaaaaatttatttcactgaaaga 
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 
aaaataaattattaaaaattattcataaatatatgcgctgaaaattaaacatgcaaaattagatgtttatattaaaattaaatttctgcatgtttt 
 
rps-18 - Int2 
agtgaaaattaggcctgttttttttttaaatctgtatacaggccacccagtttaattattttgagagtagcaaattttgact 
Am2628/26S; guidebox D´(11nt) 
Am1102/18S; guidebox D´(9nt) 
Gm3211/26S; guidebox D´(10nt) 
Gm389/26S; guidebox D´(10nt) 
Um676/18S; guidebox D (9nt) 
 
rps-20 - Int1-sno1-Var 1 
gggttgtggaattttttttcaaaaattctcgattttcagcggattttttgatttttatgcggaaatttttgaattc 
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 - Int1-sno1-Var 2 
ggttgtggaattttttttcaaaaattctcgattttcagcggattttttgatttttatgcggaaatttttgaattcttaatc 
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 - Int1-sno1-Var 3 
ttttgggttgtggaattttttttcaaaaattctcgattttcagcggattttttgatttttatgcggaaatttttgaattcttaatcaatttttgacttaaaa 
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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) 
Um1810/26S; guidebox D (9nt) 
 
rps-20 - Int1-sno1-Var 4 
ggattttttgatttttatgcggaaatttttgaattcttaatcaatttttgacttaaaattgatatttttgcttaataaaa 
Um2293/26S; guidebox D´(9nt) 
Um131/U1; guidebox D´(12nt) 
Um 3267/26S; guidebox D´(9nt) 
Am925/18S; guidebox D (10nt) 
Am458/18S; guidebox D (9nt) 
Am2490/26S; guidebox D (9nt) 
 
rps-20 - Int1-sno1-Var 5 
tttttatgcggaaatttttgaattcttaatcaatttttgacttaaaattgatatttttgcttaataaaacctattttctatgccagaatt 
Cm1629/18S; guidebox D´(10nt) 
Cm401/26S; guidebox D´(10nt) 
Gm38/tRNA-Ala; guidebox D (10nt) 
Gm68/tRNA-Glu; guidebox D (9nt) 
 
rps-20 - Int1-sno1-Var 6 
aatttttgaattcttaatcaatttttgacttaaaattgatatttttgcttaataaaacctattttctatgccagaatt 
Um2061/26S; D´(10nt) 
Um1810/26S; D´(9nt) 
Gm38/tRNA-Ala; guidebox D (10nt) 
Gm68/tRNA-Glu; guidebox D (9nt) 
 
rps-20 - Int1-sno1-Var 7 
tatttttgcttaataaaacctattttctatgccagaattcatcaaaatctcattttttattaatttttcagcttcaaactggaaata 
Gm38/tRNA-Ala; guidebox D´(10nt) 
Gm68/tRNA-Glu; guidebox D´(9nt) 
Am668/18S; guidebox D (11nt) 
 
rps-20 - Int1-sno2 
aaactggaaatagagcaccgaaaggctaaaatcaaaagatagcagaccttcaaagctctttaaattctacatcgaatcaaccatggtgagttt 
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 - Int1 
gtgagattttatctaattatatatgtatatagaacgttgaccaaacatctacgtttaacgctttaatatctaatat 
Um21/tRNA-Ile; guidebox D (10nt) 
Um20/tRNa-Leu; guidebox D (10nt) 
 
rps-24-Int1  
tcgtaaaatgtttgttttaagttggtgatttgcgaattgctttgatatcactaccgttttaacatgaatgg 
Um1100/18S; guidebox D´(9nt) 
Gm2046/26S; guidebox D (11nt) 
Am722/26S; guidebox D (9nt) 
 
rps-24 - Int2-var1 
ttttctgaataagaacggaatttttgatagatgacttcttagtctaaattgatagacaaattcctacgttcagcctttctgaagag 
Um2910/26S; guidebox D´-1(9nt) 
Am1312/26S; guidebox D´-2(10nt) 
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Am22/tRNA-Ser; guidebox D´-2(11nt) 
Gm837/26S; guidebox D (11nt) 
Gm45/tRNA-Trp; guidebox D (11nt) 
 
rps-24 - Int2-var2 
ggaatttttgatagatgacttcttagtctaaattgatagacaaattcctacgttcagcctttctgaagagttct 
Am1312/26S; guidebox D´(10nt) 
Am22/tRNA-Ser; guidebox D` (11nt) 
Gm837/26S; guidebox D (11nt) 
Gm45/tRNA-Trp; guidebox D (11nt) 
 
rps-24 - Int3 
attgttaacttcagtaaacgattttactacagaattgttttcgttttttattgttgtacttgagttggtattcctctcatat 
Gm413/26S; guidebox D´(9nt) 
Am1539/18S; guidebox D (9nt) 
 
rps-24 - Int4 
tgttctcatgctacgacaatttttgtgaattttcaccactttgatgtctcgaactacttgaata 
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 - Int1 
tttttgctgtctggaaaaatttcaagattctgaaattaggaatcacaaagtagcaaacaacgatttgaaaga 
Um671/26S; guidebox D´(9nt) 
Um227/18S; guidebox D (12nt) 
 
rps-27 – Int1-var1 
atgtgcttaatagctgttcatgaaaatttgttgtttcaaaagtttttgtgcgacaaaccgcccgttttctgagat 
Am1022/26S; guidebox D´(9nt) 
Am2476/26S; guidebox D´(9nt) 
Um309/26S; guidebox D (10nt) 
Cm2477/26S; guidebox D (9nt) 
 
rps-27 – Int1-var2 
agtttttgtgcgacaaaccgcccgttttctgagattgaacgattcttgtattcaacttgttaaatctcaacatctaatgct 
Um309/26S; 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-Var1 
agtgttatggtgcgtttttggtgtcatttggtggtttcgtgattacaagtctgtatttgcagtcgcgtttcttaagtcggttgccttccgctgtact 
Cm1683/18S; guidebox D´(9nt) 
Cm3202/26S; guidebox D´(9nt) 
Cm2462/26S; guidebox D´(9nt) 
Am407/18S; guidebox D (10nt) 
 
rpl-3 - Int1-Var2 
gtttcgtgattacaagtctgtatttgcagtcgcgtttcttaagtcggttgccttccgctgtacttatgtacatgatggtaaacgaactgagtggctaaagc 
Gm2863/26S; guidebox D`(9nt) 
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Gm1726/26S; guidebox D`(9nt) 
Gm149/26S; guidebox D`(9nt) 
Um3163/26S; guidebox D (10nt) 
Um477/26S; guidebox D (10nt) 
 
rpl-12 –Int2-var1 
tttaatgcgttgggtcgggagtcgatatgctctcatcccctggtctcttacttcataagtttgtaaaagtttgtgacttaaa 
Um920/26S; guidebox D´-1(11nt) 
Am3172/26S; guidebox D (10nt) 
 
rpl-12 –Int2-var2 
aaaagtttgtgacttaaagactagtaacctaagtgattttcatgctccgtgagtttgattttt 
Gm682/18S; guidebox D (11nt) 
Gm2138/26S; guidebox D (9nt) 
 
rpl-12 –Int2-var3 
gacttaaagactagtaacctaagtgattttcatgctccgtgagtttgatttttcctgggttt 
Gm42/18S; guidebox D (11nt) 
Am950/18S; guidebox D (10nt) 
Am2917/26S; guidebox D (9nt) 
Gm26/U4; guidebox D (9nt) 
 
rpl-12 –Int2-var4 
acttcataagtttgtaaaagtttgtgacttaaagactagtaacctaagtgattttcatgctccgtgagtttgatttttcctgggt 
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 - Int1-sno2-Var1 
ttctggtgagtggctctctccagaaacgccgttcgtttctcattcgagaatcggacggagatctcaggggcatcctcaaa 
Gm376/18S; guidebox D´(9nt) 
Cm1401/18S; guidebox D (9nt) 
 
rpl-31 - Int1-sno2-Var2 
gttttctggtgagtggctctctccagaaacgccgttcgtttctcattcgagaatcggacggagatctcaggggc 
Gm376/18S; guidebox D´(9nt) 
Gm2086; guidebox D (9nt) 
 
rps-6 - Int1-var1 
gaagtgatgtttctgtgtcaaatcctcattgtttcacgtgctttttcttcgctgaaatggctgtgactagacatacattgagagtcccagtttttgtttttgaaccgattct 
Um2531/26S; guidebox D´-1(9nt) 
Um2894/26S;guidebox D´-2(9nt) 
Am942/18S; guidebox D (13nt) 
 
>rps-6-Int1-var2 
gaagtgatgtttctgtgtcaaatcctcattgtttcacgtgctttttcttcgctgaaatggctgtgactagacatacattgagagtcccagtttttgtttttgaaccgattct 
Gm57/26S; guidebox D´(13nt) 
Gm2499/26S; guidebox D´(12nt) 
Gm392/26S; guidebox D´(11nt) 
Gm568/26S; guidebox D´(10nt) 
Gm58/26S; guidebox D´(9nt) 
Gm368/26S; guidebox D´(9nt) 
Gm2022/26S; 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-Var1 
attttttatcagagtcatgtactataagcaagccttgagctttgcactgacgcatttactctgataggtgaagt 
Um755/18S; guidebox D´(9nt) 
Um2133/26S; guidebox D´(9nt) 
Um 2821/26S; guidebox D´(9nt) 
Cm733/18S; guidebox D (9nt) 
rpl-7a - Int3-Var2 
agagtcatgtactataagcaagccttgagctttgcactgacgcatttactctgataggtgaagtaaggcttttgacttt 
Um755/18S; guidebox D´-1(9nt) 
Um2133/26S; guidebox D´-1(9nt) 
Um 2821/26S; guidebox D´-1(9nt) 
Am1090/18S; guidebox D´-2(9nt) 
rpl-7a - Int3-Var3 
gagtcatgtactataagcaagccttgagctttgcactgacgcatttactctgataggtgaagtaaggcttttgactttacgctgttatgtttccagtggtaattttctgtttt 
Um755/18S; guidebox D´-1(9nt) 
Um2133/26S; guidebox D´-1(9nt) 
Um 2821/26S; guidebox D´-1(9nt) 
Am1090/18S; guidebox D´-2(9nt) 
Um2918/26S; guidebox D (11nt) 
rpl-7a - Int3-Var4 
atgtactataagcaagccttgagctttgcactgacgcatttactctgataggtgaagtaaggcttttgactttacgctgttatgt 
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-Var5 
tgataggtgaagtaaggcttttgactttacgctgttatgtttccagtggtaattttctgttttca 
Um2918/26S; guidebox D (11nt) 
 
rpl-30 - Int1-Var1 
taattgagaaggagtagcttccccgctcattctgtcacgggcttcgggtgctcaatgtaagcgctcgcgaattctccaatattcgaacgcctgatga 
Gm1902/26S; guidebox D´(11nt) 
 
rpl-30; - Int1-Var2 
agcgatggagtaatccggagctcgggtgatttaattgagaaggagtagcttccccgctcatt 
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 



 61

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 
aatagatgatgatgctggcagcctcggtcgcaaaaaatgaccaaggctctccgtgaatttagaatttagtgaaagaaactcggttttatttccaa
acataactttcggttctaattaaacggagacaccc 
 
W08G11.3 - Intron 2 
ctggcaaaaaatggttgaaaagcaagaattttagccaaaaaatgtgaaatttttcgaaaaatgaattcttacttctcctcggggagtacacga 
 
 

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 
 
pSP0RT CGTGCATGCGACGTCATAGCTCTTCTA  65 
SNI  ACTAGTTCTAGATCGCGAGCGGCCGCTC  69 
CeU1  CACGCAGCCCCGATACGCAAAAAT   64 
CeU2  TTTTTGGAACCTAGGGAAGACTCG   60 
CeU4  CCCGCGATGTCCCCTGAAAC    64 
Ce5S/1  GCTTACGACCATATCACGTTGAATGCACGC  66 
Ce5S/2  GATCTGGCAAGTTAAGCAACGTTGAGTCCA  65 
Ce5S/3  TACTTGGATCGGAGSCGGCCTGGGAATCCT  69 
Ce5.8S/1 CGATACTCGATGCAACCGATCCATCGCTGA  68 
Ce5.8S/2 GCGTCTGCAATTCGTGGTAAGTAACGCAGC  68 
Ce5.8S/3 CAACCAGACGTACCAACTGGAGGCCCAGTT 69 
Ce18S/1 GCAGACACCCTTTCCGGATAGAGTCAGTCG  69 
Ce18S/2 GATACACTAGGAGAGCTGGAATTACCGCGG 68 
Ce18S/3 CTGTTGGGCGTCTCACTACGGTCCACGAAT  69 
Ce18S/4  CGCCAACTATTTAGCAGGCTAGAGTCTCGC  68 
Ce18S/5  CCCTATCCCGGACATGGAAGAATTTCAACG  66 
Ce18S/6 CTCGAAGCGACAGTCCCCACTCTTCTCGAA  69 
Ce28S/1 CAACCCGACTCCAAGGAGCAAGCGAACCAA 69 
Ce28S/2 CGTAACTAAACGCTAGCCGCCACGAACCCA 69 
Ce28S/3 CCCACTTGGACCTCGCATTCACGTTGACAG  69 
Ce28S/4 CCTTCCTACTCGTTACGACCTGGCGCTAGA  69 
Ce28S/5 CGAGACACCACAGAAACCGCGGTGCTTTTC  69 
Ce28S/6 GTCAACGTCCGCAAGGACCATCTGTCACCT  69 
Ce28S/7 CCTGTCTCACGACGGTCTAAACCCAGCTCA  69 
Ce28S/8 GGCGTTGGCAAGCGTCGCAGAATTCACTAC  69 
 
Oligonucleotides used for sequencing and colony PCR 
 
M13-FSP GCTATTACGCCAGCTGGCGAAAGGGGGATGTG 71 
M13-RSP CCCCAGGCTTTACACTTTATGCTTCCGGCTCG 70 
 
 
 



 64

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 
Ce138  CTTCACGGTTGGTGCAGATGTCC   60 
Ce234.2 CATGATGAGAATCAACTGACTCGGCTAC  60 
 
presence/absence of snoRNAs 
comCe14  CGAATATGACCGAGTGCAGCGAA(T)AAAA  64 
comCe15 AGTTTAAAATGAGAGAAACCCAGCTAAAAAT 58 
 
Ce356  TTGTGTGACAACCGTT(T)AAAAATCGAGA  61 
Ce273  TGT(CATC)GTTCACACCAGGAAAAATAGAA(T)A 62 
 
Ce80   CTAAAAACTAGAAGATATAGCACCAACACATACATAAGG  
          61 
comCe7  GGACTTCACACGAGACATGCTTATTGATA  60 
 
comCe12  CTAAACTAAACGTCGAAAAGCACAGGCA  62 
Ce236   AACATGAGCATCAAAATATGAAGCACAT  58 
 
transposon CELE45/PIGGYBAC 
Ce157   GACGATCCGTTCTTCAAGTGCTATGC   61 
Ce268   GCAGCGCGCATAGGCACTGA    62 
Ce293   TGTCTGAATACACCCAATTTCCTAATGAA  59 
 
C/D box snoRNAs 
Ce86  CTCTGGTTTACAGCCATGGTAGCGT   64 
Ce96  CTGACCTCGAAAGGACAGGGTTCTC   65 
Ce135  TGTACACTGGGTCTTTAGTAAGGCC   62 
Ce139  GCATCATGGATTCAGCCGAAAGATG   62 
Ce167  AAGCCTCAGCTAATGAAATCACCTC   60 
Ce171  CAGCTCAGACGTTGCGCATATTTCC   64 
Ce177  GCTCAGACGTCCAAGGAAGTTTAGC   64 
Ce223  GCCATCATACTTTCTTGTCATCATG   59 
Ce243  GCTCTGATAGGGGCGAAATTTCTCA   62 
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Ce254a/b CTCAGACAAATGCCTCATATCCGCA   62 
Ce304  GTGCTCTGATAATGTAGGAAGACAT   59 
 
comp found C/D box snoRNA  
comCe4 GTTTTCGTCATCGGTAACAGATTCAGG  60 
 
known C/D box snoRNAs 
Ce61  CTCAGACGGGGAAAGTTAATCTTCA   60 
Ce81  GGATCAGACCCAAAATTCAGCCCG   64 
Ce100  GAGCTCAGACTAAGGCGTACTATTT   60 
Ce209  GAGCTCAGAGATCCTAGTGGACTCA   64 
Ce230  TGTCCTCAGTTGGTGTTGCATGGAT   62 
Ce239  GTCTCAGAATTGTATAAGATTGATC   55 
 
H/ACA box snoRNA 
Ce23  CGGATGAACTTTTAACGCACACCCT   62 
Ce27  AATCGAAGGAGTGGACATCATTCCG   62 
Ce48  GTCATGGGACGCGACGTTAGCGAAT   65 
Ce57  AATTGTGCACGAAGATGGTGTGCAC   62 
Ce58  GGAGCGGGAATAAAGGACATGTTTT   60 
Ce176  CATCAGGTGATCATTAGCTCACAGG   62 
Ce192  TGAAGTCGGGGAGCGCAAAAGCAAG   65 
Ce375  CCCGAGGAGAAAAGGAACCATATTG   62 
Ce375/2 TATTGCATTAAAAGCAAACCGGCAC   59 
 
new U5 isoform 
Ce13  TGCCTTGCTCTTTCGAGAAGGCTCC   65 
 
others 
Ce228-2 GCTCACATCGGCGGTGCTCAG    63 
Ce228-1 TATAGCGAGATCAATCTAGACCGAAATACG 60 
Ce142   CCGGTAGTCAAGTTAGTTCGTATGGGG  61 
Ce220+129 GGTCAAGTTGATGCCGATGGGA   61 
Ce1+5   GGCTCCGTGCGGTCATCAAG    60 
Ce1+5rev CTTGATGACCGCACGGAGCC    60 
Ce26  CGATCAGAGTAGGCCCTATGCTGTTCTAAG  63 
Ce87  GCTGATTGGCAATGGCGGAG    60 
Ce104  CCTGCTCTAACCCAATTCAACTCGTC   60 
Ce106  GTGTCGCGATGAACATTTATGACCAT   60 
Ce118  GAAGCATCTGAGTTAAAAAGCTCATTTCG  60 
Ce148  GCCAATTTCGCATCATTTCCCTTC   62 
Ce244  CAATCTATAAACAAACAGCATCACATCTACGG 61 
Ce296  TTGTTCCAAAGGTCAAGCTAACTACATCC  61 
Ce347  CCCGTTCGTTCGCCTTTATCTGC   63 
Ce121  AAGTGGTCTGAAGGTATTGAGAAGGCTG  60 
Ce150  CCGGTCAAGGGATGTCTATGGGG   62 
Ce342  GTCCTAGGTCCATATAGATACAACAAAGAATGC 60 
Ce9a/b  AGAATCGGGCTGGCAGGCGGGTATT   67 
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Ce210   TGCATGGTTTGTCCTAACCGTCACG   64 
Ce376  TTTTCAAATGAAGAGAGTACAAATG   64 
___________________________________________________________ 
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	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 



