T T T T T TN T TN I TN IT T LTINS T TN T TN T LT T TN T T T T TN T T TN T TT T T T LT TN T T T T T T T TN T TN NI NTIIELI TN T I TN LI TN TN T T LT N LI TL T TN TR TN TN TN NI T T T T T T AN

..........

TN m e s e e T NOY O PRSP Rl B Rl R I Bk Bt i s Bl Bl R ol K R o o o o Rl Rl Rl Rt R Bk Ao Rl e R AN o Rl o R R K R R L e R R R K A L K K R i R R R R R ko

OO0 S 000> EGS S oSS0 S S5SSO0 0SS CCE 0P el XX XOAE > X S0 0p 00000008 COdCOCEBEEddSBCBCSBCS IS S GOl S i S TS ESS SO0 eSS0 XE0S 5085050055000 00E N0 %5==0
S BDDD DD 028w 5o = 250 cco=2El Lo 02020000 C7 2 2222 @ CoJ T = T T ® ToLTC2TOLFTS5DEQ ol 90E D O®n

gggmgggrﬂgagaaaag_gqaaﬂﬁaﬂ Emgo_h=—00%%GS‘“c:s“’mmmNmC0_8_8_-8_-8_80.0.3889%-mewmmcﬁmqgcg%Eoggggggg%g%g%gccccwgg>>'§>'§g*-'*-'*-':q‘:bﬂ*—'ﬂzq?-g-gcccccccccggggoggﬂh’::agﬁhh 8

=
1
_HEII
i
=
TT ﬁ
LL %—l
i\ﬂ
NN\
NI —
\!\ f\\ =
X%
IIV\-!q
=]
L
=
T
AN |
I\
SeqlD Taxonomic Orientation EHE
I
100 (basidiomycota ) 0
o0 (saccharomycotina )
— 60 .
— 40 dothideomycetes o
LL I
20
0
— =
Percent . ?\
— (‘sordariomycetes ) N
AN
~
T g]
TE ]
s
=1
il
(0 0] (@)] o — o m < O™~ 0 — OO =00
) ) — — — — — = (] NN M
3 3 3 3 3 3 ) 8338 & 8383838
o o o o o O 0O O o 00 OO0

Intron Homology: Heatmap of pairwise sequence identities of all U3 introns. The introns are ordered with respect to their absolute position
in the U3 snRNA sequence and their taxonomic order. Potential cluster of introns showing more than 60% sequence identity are boxed.
Clustered sequences suggest a common origin. It is apparent that introns that are located at the same position often show a significant
sequence similarity. Since this is a symmetric heatmap, the saturation in the lower half is dimmed due to visibility reasons.

Cluster | denotes introns of paralogous sequences while clusters with label Il contain introns of different organisms with at leat 60%
sequence identity. Cluster Il indicates evidence of a so-called intron slide, where a homologous intron is shifted to another insertion
point.




