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Figure 3: Automatic annotation of snoRNAs with the snoStrip pipeline.
Fungi
47 I
. . . target innovation 1N
Evolution of shoRNAs in 63 fungal species: ekl . ™ Tocoromycating
Dikarya 13 I
2 i Chytridiomycota
start set: 17 E—
- 5 different organisms (marked with *) - —— i
- 231 experimentally verified snoRNAs resizomycoting —
18 I Saccharomycotina Taphrinomycotina
7 1N 18 I 6 I
Outcome: 5 I- 20._
- 123 snoRNA families S o
. . “ps 2 B
InCIUdIng: 67 bOX C/D famllles : Sordariomycetes Saccharomycetaceae
56 box H/ACA families - t
Onygenales Eurotiales N . = Hy|:ocreom. Sacch. Ca:dida
> B 5 eurosp. 1 4 W 1
- 3564 snoRNA sequences | Lr > > . 13 —
iﬂClUding: 2565 bOX C/D SnORNAS = = T = 'TI:\‘_‘ r—'—_\k_\ ‘ — | r—'—_T‘_\ | ‘ ‘ | 'Tl;k|—‘ — —T— T I '_|‘_\ | | I —T /—V_Iik—‘ — ‘ —
SE ST EFs Rl E R E R E T sl e s il g g RN ie e SRS REEREIEEg R e s ERTERISRE
I S R RN NN S R R N N B R R R R R - R R I R RN
- 129 analyzed targets e R S N R N g R e S R AR R S S e S R B g R T
including: 71 box C/D targets SETCEE T E AT RIS R FRREEEE I B R R IR E TN Sy TIRS R
|Q|:|N.| |“|z.|§|§| e |§*| I |§|=| IS T g |§| I ST |%|§.|§:§:§: :%: : :%:;:S&: :g:g:&:&:‘é: : : :g:g: : :%: :§
58 box H/ACA targets s I N A A A A I F O T A TR A (L ELE T RNt T R
_ Sti” 15 Orphan SnORNA families T T e T T T L T
Figure 4: Target innovation, deletion, duplication, and switches during the evolution of snoRNA in fungal species
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