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Updates of Mutants Previously Described 
 
hairy-like1 (hl1) 
ORIGIN:  net pm; st e stock 
PHENOTYPE:  microchaeta in the lateral thorax below humerals.  The phenotype is fully penetrant 
but with variable expressivity.  In the stock swg; net pm; st e; hl most animals have either four or two 
extra microchaetae on either side.  In outcrosses, only one or two microchaeta and sometimes on one 
side only can be seen.  
LINKAGE:  4 
 
cy alleles 
cyS, cyR and cyNC are different alleles of the same gene.  Although each of the alleles is viable, the 
combinations cyS/cyR and cyS/cyNC are mostly lethal, but escapers of this lethality have curled wings.   
 
MinuteRincón  
Mutation is on the 4th chromosome and was renamed M(4)MR.  This mutation probably corresponds 
to the D. melanogaster M(4)M101, the only known Minute gene on the fourth chromosome.  It was 
eventually lost due to the lack of a lethal to balance the mutation. 
 
 

 
Linkage map of D. simulans.   
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The determination of genetic and physical positions of visible mutations is a valuable tool to 

map other mutations of interest.  Over the past three years we have reported a number of spontaneous 
mutations isolated in D. simulans that serve for mapping purposes.  Here we show a linkage map of 
some of these mutations in regard to other previously isolated mutations in this species.  All genetic 
distances are corrected by the Kosambi function and as such may be different from previously 
uncorrected positions.  Some distances were obtained from recombination between D. simulans and 
D. sechellia hybrids. 
 

Table 1.  Recombination rate and corrected genetic distances of X-linked genes.  The distance 
between sn and jgg may be overestimated due to the small sample size. 
 

Species hybrids 
(sim/sec) 

hybrids 
(sim/sec) 

hybrids 
(sim/sec) 

(sim and 
hybrids 
sim/sec) 

sim sim sim sim 

Interval y to w y to v v to swg v to f w to sn w to roy sn to jgg dmklA to roy+ 
recombination rate 0.056 0.356 0.066 0.248 0.228 0.098 0.432 0.016 
Total progeny 1349 904 487 1391 473 193 146 193 
Corrected distance 5.6 44.6 6.6 27.2 24.7 10.0 65.3 1.555 
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Figure 1.  Genetic distances and physical distances of X- linked genes in D. simulans.  Physical 
distances (in Megabases of the D. melanogaster genome) are calibrated by complementation tests 
with deletions or mutations in D. melanogaster.  Vertical dashed lines indicate approximate expected 
physical positions, not tested yet.  The distances are fit to a 4th order polynomial regression (dashed 
line following the red curve). 
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Figure 2.  Position of several mutations recently described in relation to older mutations.  In gray are 
indicated the older mutations and in blue the mutations described in the past three years.  Below each 
chromosome are indicated the genetic distances corrected by the Kosambi function.  In some cases, 
the distance shown is in Mb (above the chromosomes) to indicate that the physical position of this 
gene is known (e.g., st, gl, and Ubx).  The position of rof near Dl is based on the lack of 
recombination between Dl/rof 1 heterozygotes for several generations.  The gene order of fourth 
chromosome mutations is arbitrary, since the lack of recombination does not allow establishing the 
gene order. 


