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')psis thaliana is a small plant in the mustard 

family that is being used in 

hundreds of laboratories 

worldwide as a model for 

studying plant biology. 

This simple angiosperm is 

becoming an important 

research tool for addressing 

fundamental questions of 

biological function and organization 

that extend across the major kingdoms 

of living organisms. Information obtained 

Arabidopsis is also being used to develop 

improved crop plants and extend our understandirig 

of cellular processes relevant to human health. 

Arabidopsis offers many advantages for genetic and 

molecular studies, including a short life cycle, small 
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richness of information available, 
map has been expanded to dis- 
play all identified genes within a 

For current information 

sequencing efforts, and 

from the accompanying article published in the 
23 October 1998 issue of Science. 
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improved crop plants and extend our understanding 1 

of cellular processes relevant to human health. 

Arabidopsis offers many advantages for genetic and 

molecular studies, including a short life cycle, small 
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I Clone library in preparation 
OR sequencing in progress 

1 Clone verification in progress 
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23 October 1998 issue of Science. 
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normal rosettes 
i n  short-day 
photoperiod. 
(T. Page, C. Dean) 

Completed sequence in GenBank ............................ >30 Mb 
Estimated number of genes ....................................... 20,000 
Number of mutant loci identified ............................. >1,000 
Number of mapped mutant genes ................................ >460 
Number of mutant genes cloned .................................. >I10 
T-DNA tagged lines available ................................... >25,000 
Molecular markers on RI map ...................................... >790 
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]From chromosome to gene: 

(A) RI map of chromosome 2, showing a sub- 
set of markers. 

(B) A contig constructed fmm R4C clones for 
the copl-rhi277 intervul. It1 red 
(solid and hatched) is a minimal set of 
MCs that can be o d d  in an 
overlapping array to cover the region. 
Solid red indicates the region expanded 
in part (C). 

Mutant (red) and 
wild-type (green) 
embryos. 
(L. Castle, D. Meinke) 

I Mutant inf lorescence 
f C r ; o n r o  2 12" 1 0 0 7 \  
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I Mutant (red) and 
wild-type (green) 
embryos. 

From chromosome to gene: 

(A) RI map of chromosome 2, showing a sub- 

(B) A contig constructed from &AC clones for 
the copl-6277 interuul. h~ red 
(solid and hatched) is a minimal set of 
BACs that urn be ordered in an 
overlapping array to cover the region. 
Solid red indicates the region expanded 

(C) A 350-kb region that has been completely 
sequenced-protein coding genes are 
shown by solid boxes (am) joined by 

IP w thin lines (introns); the direction of 
tmnscription is shown by the a m s .  tRNA 

w genes are shown by 9 

Color coding of genes: 
Similar to known protein; 
Unknown protein--contains a match to 
an EST sequence but shows no sirnilan@ 
to knmn pwterwterns; 

Iry p YgpotheticaZ protein-identified bg 
,pe ~~ software only. 

- - - - (D) Waofgenepmtucts with dm%@ to 
those identified within the sqwmd region 

Serine carboxypeptidase tRNA-Asp (2 )  
Serine proteinase (stubble) tRNA-Met 
Splicing factor U2AF large chain tRNA-Pro (9) 
Squamasa promoterhding protein 1 
SWYSNF complex subunit BAF 170 Hypothetical proteins (24) 
Synaptobrevin (2)  Unlolown proteias (10) 
Thioredoxin 
'&rosine-specific transport protein (QrP) N u m h  in pamthas indiem0 

msyl-tRNA synthetase multipZe fonnr of the gene. 

Ubiquitin-conjugating enzyme, E2-16kD 

I (L .  Castle, D. Meinke) 
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