Supplemental File 3 Putative targets of novel snoRNA candidates

Modification sites were marked in red.

1. Ggnll

Ggnll: 63  AUUUCACCGGCG 74 (5 -3)
EEEETEETT

28S: 3509 UAAAGUGGCCGC 3498 (3’ -5")

2. Ggn20

Ggn20: 15  AGUUAUCCCUGU 26 (5" -3")
EEEETEETT

28S: 3854 UCAAUAGGGACA 3843 (3’ -5")

3. Ggn37

Ggnd7: 21 UGCUGUUCACAU 32 (5'-3")
EEEETEETT

28S: 2184 ACGACAAGUGUA 2173 (3’ -5")

4.  Ggnl00

Ggnl100:58 GUCACUACCUC 68 (5°-3")
NRRRRERENR

18S: 478 CAGUGAUGGAG 468 (3’ -5")

5. Ggnl07

Ggnl07:24  CUUGAACUCUCUC 36 (5’ -3")
RERRERARRR

28S: 422  GAACUUGAGAGAG 410 (3’ -5")

6. Ggnl08

Ggnl108:81 GUCAUAGUUAC 91 (5°-3")

RRRRNNAANY
28S: 3256 CAGUAUCAAUG 3246 (3’ -5")



7. Ggnl23

Ggnl23: GCUCCAC—-UpStem———ACUAA- (N) 11-ACA (5’ -3")

T [T
185-1305  CGAGGUG—G-Wsite-UGAUU (3'-5")

8. Ggnl7
Ggnl7: 16  GUUAUCCCUGU 26 (5’ -3")
RERRANY
28S: 3853 CAAUAGGGACA 3843 (3'-5")
9. Ggn32
Ggn32 CUUGCGCUU--UpStem——-UUGAA- (N) 9-ACA (5*-3’)
BN 1]
LSU3223  GGGCGCGAA——G-W site—AACUU (3’ -5")
10. Ggn34
Ggn34: 19  GCCGUUUACCC 29 (5’ -3’)
RERRANY
28S: 3241 CGGCAAAUGGG 3231 (3'-5")
11. Ggn52
18S: 161 CUAGAGCUAAU 171 (5°-3")
LEEEEEH
Ggnb2: 61 UAUCUCGAUUA 51 (3'-5")
12. Ggn71
18S: 1398 UUAGAGGGAC 1408 (5’ -3")
A
Ggn71: 70 AAUCUCCCUG 60 (3’-5")
13. Ggn74
Ggn74 UCUGC——UpStem———CGUA- (N) 11-AAAGGA (5’ -37)

[T |
285-4393 AGACG--A-Wsite-GCAU (3’ -5")



14. Ggnso

18S: 547 AGGAUCCAUUG 558 (5" -3")

RERRENANY
Ggn80: 25 UCCUAGGUAAC 14 (3'-5")

15. Ggns2

Ggn82: 18 AGCGACCAAAG 28 (5°-3)

RRRRRRRRR
185: 128 UCGCUGGUUUC 118 (3'-5")

18S rRNA sequences
TACCTGGTTGATCCTGCCAGTAGCATATGCTTGTCTCAAAGATTAAGCCATGCATGTCTAAGT
ACACACGGGCGGTACAGTGAAACTGCGAATGGCTCATTAAATCAGTTATGGTTCCTTTGGTC
GCTCCCCTCCCGTTACTTGGATAACTGTGGTAATTCTAGAGCTAATACATGCCGACGAGCGC
CGACCTCCGGGGACGCGTGCATTTATCAGACCAAAACCAACCCGGGCTCGCCCGGCGGCTT
TGGTGACTCTAGATAACCTCGAGCCGATCGCACGCCCCCGTGGCGGCGACGACCCATTCGA
ATGTCTGCCCTATCAACTTTCGATGGTACTGTCTGTGCCTACCATGGTGACCACGGGTAACG
GGGAATCAGGGTTCGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAAG
GCAGCAGGCGCGCAAATTACCCACTCCCGACCCGGGGAGGTAGTGACGAAAAATAACAAT
ACAGGACTCTTTCGAGGCCCTGTAATTGGAATGAGTCCACTTTAAATCCTTTAACGAGGATC
CATTGGAGGGCAAGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTATATTAA
AGTTGCTGCAGTTAAAAAGCTCGTAGTTGGATCTTGGGATCGAGCTGGCGGTCCGCCGCGA
GGCGAGCTACCGCCTGTCCCAGCCCCTGTCTCTCGGCGCCCCCTCGATGCTCTTAACTGAGT
GTCCCGCGGGGCCCGAAGCGTTTACTTTGAAAAAATTAGAGTGTTCAAAGCAGGCTGGCC
GCCGGAATACTCCAGCTAGGAATAATGGAATAGGACTCCGGTTCTATTTTGTTGGTTTTCGG
AAACGGGGCCATGATTAAGAGGGACGGCCGGGGGCATTCGTATTGTGCCGCTAGAGGTGA
AATTCTTGGACCGGCGCAAGACGAACTAAAGCGAAAGCATTTGCCAAGAATGTTTTCATTA
ATCAAGAACGAAAGTCGGAGGTTCGAAGACGATCAGATACCGTCGTAGTTCCGACCATAAA
CGATGCCGACTCGCGATCCGGCGGCGTTATTCCCATGACCCGCCGGGCAGCTCCCGGGAAA
CCCAAGTCTTTGGGTTCCGGGGGGAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACG
GAAGGGCACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGAAACCTCAC
CCGGCCCGGACACGGACAGGATTGACAGATTGAGAGCTCTTTCTCGATTCCGTGGGTGGTG
GTGCATGGCCGTTCTTAGTTGGTGGAGCGATTTGTCTGGTTAATTCCGATAACGAACGAGAC
TCTGGCATGCTAACTAGTTACGCGACCCCCGAGCGGTCGGCGTCCAACTTCTTAGAGGGAC
AAGTGGCGTTCAGCCACCCGAGATTGAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCG
GGGCTGCACGCGCGCTACACTGACTGGCTCAGCTTGTGTCTACCCTACGCCGGCAGGCGCG
GGTAACCCGTTGAACCCCATTCGTGATGGGGATCGGGGATTGCAATTATTCCCCATGAACGA
GGAATTCCCAGTAAGTGCGGGTCATAAGCTCGCGTTGATTAAGTCCCTGCCCTTTGTACACA
CCGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGGTCCTCGGATCGGCCCCGGCGGGG
TCGGCCACGGCCCTGCCGGAGCGTCGAGAAGACGGTCGAACTTGACTATCTAGAGGAAGT
AAAAGTCGTAACAAGGTTTCCGTAGGTGAACCTGCGGAAGGATCA




28S rRNA sequences
CCCGTTTCCGTTCGCGACCTCAGGTCAGACGTGGCGACCCCTTTAATTTAAGCATATTAGTC
AGCGGAGGAAAAGAAACTACCTAGGATTCCCTCAGTAACGGCGAGTGAAGAGGGAAGAG
CCCAGCGCCGAATCCCCGCCCCGCGGTGGGGCGCGGGAGGTGTGGCGTACGGAAGCCCCC
ATCCCCGGCGCCGCTCTCGGGGGGCCCAAGTCCTTCTGATCGAGGCCCAGCCCGCGGACG
GTGTGAGGCCGGTAGCGGCCCCCCGGCGCGCCGGGCCCGGGGCTTCTCGGAGTCGGGTTG
CTTGGGAATGCAGCCCAAAGCGGGTGGTAAACTCCATCTAAGGCTAAATACCGGCACGAGA
CCGATAGCCAACAAGTACCGTAAGGGAAAGTTGAAAAGAACTTTGAAGAGAGAGTTCAAG
AGGGCGTGAAACCGTTAAGAGGTAAACGGGTGGGGTCCGCGCAGTCGGCCCGGAGGATTC
AACCCGGCGGGCCAAGGTCGGCCGGCGCGGGCGCCGTCGGATCCCCGCCTCCGCCTCCCC
TCCGTCCCTCCCCTTCGCCGGGGCGGGGCGGGCCCAGGGGGGGCGGGCGGGCCGGGGACC
GCCGCCCGGCCGGCGTCCGGCCCCCGTCGGGCGCATTTCCTCCGCGGCGGTGCGCCGCGA
CCGGCTCCGGGACGGCTGGGAAGGGCTGCCGGCGGGCAGGTGGCCCGGCGCCGCGCGAG
CGGCCGCCGGGTGTTATAGCCGCCGGGCCCGGATCGTCGCCGAATCCCGGGGCCGAGGGA
GAGGACCGCCGCCGCGCCCTCCCCCGGAGGGGGCGGCCCCCCGGAGGGLLCCCCLGLeaGGee
GGACCGGCGTCGGGCCGGCCGCGCCGCGCGCGCGTCCGCGCCGCCGCCGTACGLCCGLCLCGL
TCGCTCTCTCTCCGTTCCCCGCCCCGGGTCCGTCCCGGGGCGCGGGGGCGGGGGGGGTCG
GGTGTCCGGCGCGCGGCTGGGCGCGGCGCCGCGCGTGTGGCGCGCGCATCCAGCCCGGLG
CGGGCGAGGCCGCGGGGGGCGCCGGGGGGGAACCTTCCCCCTTCTGTTCGGGCCGCCTCC
GTTCCCGCGGGGGCGGCCCGTTCGGGGGACGGGCCCGCCGGCCCCCGGCGCCGCTGTCCG
ACCGGGGCGGACTGCGCTCAGTGCGCCCCGACCGCGCGGCGCCGCCGGGCCGGGCTCGGG
CCACGCCAGGGCGCCCGGGGTCCGCGGCGACGTCGGCTACCCACCCGACCCGTCTTGAAA
CACGGACCAAGGAGTCTAGCACGCGCGCGAGTCGGCGGCTCGCGCGAAAGCCCGCGGCG
CAATGAAGGTGAGGGCCGGCGCGCGCCGGCTGAGGTGGGATCCCGGGGCGGCAGGCCGG
AAGGCCCCGGGCGCACCACCGGCCCGTCTCGCCCGCCTCGCCGGGGAGGTGGAGCATGAG
CGCGCGTGCTAGGACCCGAAAGATGGTGAACTATGCCTGGGCAGGGCGAAGCCAGAGGAA
ACTCTGGTGGAGGTCCGTAGCGGTCCTGACGTGCAAATCGGTCGTCCGACCCGGGTATAGG
GGCGAAAGACTAATCGAACCATCTAGTAGCTGGTTCCCTCCGAAGTTTCCCTCAGGATAGCT
GGCGCTCGGGGCGGCGGTGCAGTTTTACCCGGTAAAGCGAATGATTAGAGGTCTTGGGGCC
GAAACGATCTCAACCTATTCTCAAACTTTCAATGGGTAAGACGCCCGGCTCGCTGGCGTGG
AGCCGGGCCGTGGAATGCGAGCGCTCAGTGGGCCACTTTTGGTAAGCAGAACTGGCGCTG
CGGGATGAACCGAACGCCGGGTTAAGGCGCCCGATGCCGACGCTCATCAGAGCCCAGAAA
AGGTGTTGGTTGATCTAGACAGCAGGACGGTGGCCATGGAAGTCGGAACCCGCTAAGGAG
TGTGTAACAACTCACCTGCCGAATCAACTAGCCCTGAAAATGGATGGCGCTGGAGCGTCAG
GCCCATACCCGGCCGTCGCCGGCGGTGCGGAGCCGCGGGGGCTACGCCGCGACGAGTAGG
AGGGCCGCTGCGGTGCGCCTGGAAGCCTGGGGCGCGGGCCCGGGTGGAGCCGCCGCAGG
TGCAGATCTTGGTGGTAGTAGCAACTATTCAAACGAGAGCTTTGAAGGCCGAAGTGGAGCA
GGGTTCCATGTGAACAGCAGTTGAACATGGGTCAGTTGGTCCTAAGCGATAGGCGAGCGCC
GTTCCGAAGGGACGGGCGATAGCCTCCGTTGCCCTCAGCCGATCGAAAGGGAGTCGGGTT
CAGATCCCCGAATCCGGGGCGGCGGAGACGGGCGCCGCGAGGCGCCCAGTGCGGTAACGC
AAGCGATCCCGGAGAAGCCGGCGGGAGCCCCGGGGAGAGTTCTCTTTTCTTTGTGAAGGG
CCGGGCGCCCTGGAACGGGTTCGCCCCGAGAGAGGGGCCCGCGCCTTGGAAAGCGTCGCG
GTTCCGGCGGCGTCCGGTGAGCTCTCGCTGGCCCGTGAAAATCCGGGGGAGAGGGTGTAA
ATCTCGCGCCGGGCCGTACCCATATCCGCAGCAGGTCTCCAAGGTGAACAGCCTCTGGCAT



GTTGGACCAATGTAGGTAAGGGAAGTCGGCAAGCCGGATCCGTAACTTCGGGATAAGGATT
GGCTCTAAGGGCTGGGTCGGTCGGGCTGGGGCGCGAAGCGGGGCTGGGCGCGCGCCGLG
GCTGGACGAGGCGCCGCCCGCCCCCGCCCCCCCTTTCCCCGCTCCCGLCTCGLCCGGGGLGLL
GGGGGGGGGGGTCAGCGGGCGGCGCGGCGGCGGCGACTCTGGACGCGCGCCGGGLLCTT
CCCGTGGATCGCCCCAGCTGCGGCGGGCGCCGCTCGCCCCCCTCCTTGLLCLCLCTCCGLCCCC
CCGCTCCCGGCGCCCCTCCCGTCGGCCGTCGTCCCGGLCCGLCCCCCCGTCCCGAGLGCCCTC
CCCGCGAGGGCGCGAGGGGCGGLGGLCGGLGGLLCGLGGGLCGLCGGLCGGLGGLGGEEGEEEG
GCCCGCCGGCGGCGLCCGGGLGGGGLGGTCCCGGGLCGGGGGGGGTCTCCGGGLCCGGLGLC
CCGCCTCGGCCGGCGCCTAGCAGCCGGCTTAGAACTGGTGCGGACCAGGGGAATCCGACT
GTTTAATTAAAACAAAGCATCGCGAAGGCCCGCGGCGGGTGTTGACGCGATGTGATTTCTG
CCCAGTGCTCTGAATGTCAAAGTGAAGAAATTCAATGAAGCGCGGGTAAACGGCGGGAGT
AACTATGACTCTCTTAAGGTAGCCAAATGCCTCGTCATCTAATTAGTGACGCGCATGAATGG
ATGAACGAGATTCCCACTGTCCCTACCTACTCTCCAGCGAAACCACAGCCAAGGGAACGGG
CTTGGCGGAATCAGCGGGGAAAGAAGACCCTGTTGAGCTTGACTCTAGTCTGGCGCTGTG
AAGAGACATGAGAGGTGTAGAATAAGTGGGAGGCCCCGCGGTCGCGCGACCCGCGLLGLG
GCCCGGCCGCCGGTGAAATACCACTACTCTGATCGTTTTTTCACTTACCCGGTGAGGCGGG
GGGGCGAGCCCCGAGGGGCTCTCGCTTCTGGCGCCAAGCGCCCGGLGLCGLGCCGGGLGLG
ACCCGCTCCGGGGACAGCGTCAGGTGGGGAGTTTGACTGGGGCGGTACACCTGTCAAAGC
GTAACGCAGGTGTCCTAAGGCGAGCTCAGGGAGGCCAGAAACCTCCCGTGGAGCAGAAG
GGCAAAAGCTCGCTTGATCTTGATTTTCAGTACGAATACAGACCGTGAAAGCGGGGCCTCA
CGATCCTTCTGACTTTTTGGGTTTTAAGCAGGAGGTGTCAGAAAAGTTACCACAGGGATAA
CTGGCTTGTGGCGGCCAAGCGTTCATAGCGACGTCGCTTTTTGATCCTTCGATGTCGGCTCT
TCCTATCATTGTGAAGCAGAATTCACCAAGCGTTGGATTGTTCACCCACTAATAGGGAACGT
GAGCTGGGTTTAGACCGTCGTGAGACAGGTTAGTTTTACCCTACTGATGATGTGTTGTTGCG
CTAGTAATCCTGCTCAGTACGAGAGGAACCGCAGGTTCAGACATTTGGTGTATGTGCTTGGC
TGAGGAGCCACTGGAGCGAGGCTACCATCTGTGGGATTATGACTGAACGCCTCTAAGTCAG
AATCCCCCCTAAACGTAGCGATACCGCAGCGCCGAGGCGCCTCGGTGGGCTCGCGATAGCC
GGCCGCCGCCCCCCTCGGGCGGGCGGTCGGTGCGGAGCGCCGCTCGTGGTCGGGACCGGA
GCGCGGACAGATGTGGCGCCGCCTCTCCCCCGCCGCGTACCGCATGTTCGTGGGGAACCCG
GTGCTAAATCATTCGTAGACGACCTGATTCTGGGTCGGGGTTTCGTACGTAGCAGAGCAGCT
CCCTCGCTGCGATCTATTGAGAGTCAGCCCTCGACACAAGCTTTTGTCGGAGCGCGGAGCG
CGCGCGCGCGCGCGLCGTGGLCGGLCGLCLCCCGGLCGLCGGGGLCCGGGTCCGGCGGGCCAGTCGG
TCGGCTCCCCGCGCCGCTCCGTTTGTTCCTGGGTTCGTTCGT




