I enom >yKapHoT

Institute of Cytology and Genetics SH RAS, Novesibitsk, Russia

o TN aT 0 TATT 1



21.9 19.9 40.9 3112

2L 2R 3L 3R

| 4 -

222 62121 203 234 92 83 279

Heterochromatin
Euchromatin

o Centromere

+ Physical map gap

< HIleT {0 T4H



ﬁ TABLEZ Aanatations in Release 3
Eushromatin 12 nib ot

Thae riplizm® 1164 Wl e lera-hramalin

Sulnin eocing gunes agd

IR NA e H
mivne R gemes ir iy

enlRPA feni = w1

snob AL zencs i R
Prgzalieprizena 3 i

Srsc wnaculing Riva, k] 3

(L BRI LY _— 1]
Transpisoms 197 oy

Towal proedizin-c vling poanes 144974 wT

Tenal ez of cochremaalinchecrsckromein | 1n.E kih [
Fanns | AL [ B4EH
Irowin-cihng van 3105 4a4

[T T R T T T EL TR 2ok hhoEdE b1 ST L]
Tubine: O Fean 203

tmes wun M ULk 152 (=%
Teansezipts with % 1718
sovrape 3 UTE zngih
Cieas wih & 10 1R

Treanas=ipte with 37 17T

A TR
"It e

RN B [
157 [

Soeraps 3 LTUR iEngth Soi il
Az vl ed” kgl ol O s i 4! LT 1L
Tl procin-veding Iransmiph 1K, 17w, G
Cienes with 2luereanys nasonpe s e el T 4 s
A nnnk l1n|r.'u'r.:1-c.1'| alicmative ek i
spilicadd gonz
Tolz: eoroker alizmacne marscrips 4,747 ]
|l paas qreplinhizs [ =1 51
Lazii-prieddicting data el ks =1
BLASTRTOLASTS lenmeioziey (IR my
L2505 and DEH cl A sequencing reads 1A LA
CornFans screwsinmne s g L
AR [Helsag) s 2
Fran memasr ] s e e H =

. e e %

Eabbeistizny: UTR cotesae bkl cogivas OU3, ok leeling aagiemce, WL Bl I K5, Biksise 3, NTF i
dslerminesl AN slistics an fer prvicinaceding poececoale, The oo Feer el e Bly Roes aoentalzan datelwz: ol

< HIleT {0 T4H



kamrber of oCuUTEnzas

< HIleT {0 T4H

Cipure 2 Disinbution of prowa-ceding genes and ansposable elenents o the
Neavaphida medonogerier cuchromatic penome. Fach chromosome arm is repeesented
by a black horizontal line with o civcle indicating 35 cenirommers . The number of rans-
psable elemeats (leed} and peotcin-coding penes (oray) is shown for TEKR-kilnbase
Ckbwindonss along cach chromosome arm, Although there i local variation, gene den-
sty 15 rwcher unilorm aleng the chromesome anms. wheress naspesable elements ae
highly coriched af he centromere-proximal regions of cach arm. & sczle in megzhases
(MIbs) is shown al dhe Dotom of e fzure.
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FIGURE 1. Sequencing project
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FIGURE 4. Alternatively spliced
genes
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FIGURE 5. Gene distribution
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FIGURE 6. Tandem and inverted rapaats
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FIGURE 8. Comparing L. elegans with 5. cerevisiaa
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Fig. 5. Distribution of GO con-
tent in the Fuega and human ge-
riomes. Sliding windows of S0 kb
weare used; similar conclusions
weere derived with windows of
25 and 100 kb [not shown).

2 of segmenis

i

12

2R FR A0 M

Huenan

13 3% 34 35 38

g

L B 1L O

42 41 4=

“GE

|’- Foguw

111,

45 48 47 43 4% ST 59

T

b ]

b= P

b




A Heman chromoaome 1 B Human Chromosoma 12g
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Figure 1. A deulorosiome phycgeny & anachincdarmm, o sSarfist, B, a barnichordaie, O o areasean, Sifdyalesrs 0L anascidian, Svsna,
=, acephakchordatz, amehioxus. F a jaeless fish, alampres G agnathestoms, ashark, H, o samepderggan fish, alungliss [ amarenal, a
baar. J, a human. Yogi Berra.
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