
dine inutants. It is concluded that hist (P143h) is closely linked to hist-d and that if 
P143h and Cl41 (hist-4) are alleles, they are physiologically dissimilar. A complementa- 
tion test has not been made. 

Random spores were isolated from crosses of me-2, ha (P143) x u (Y2198), 
pan-l (5531) and me-2, hist (P143) x & (C102). The data are tabulated below. No double 
c~cssc"e~s were observed. 

zvaote aenotvoe 
‘_ i 1. 

Parental Total and 
and combi- Sinqle exchanqes in per cent 

recombination per cent nations Reqion I Region 2 Reqion 3 germination 

4.1 3.1 0.2 
+ me hist + 
tryp + + Pa" 

198 
223 

12 9 
7 5 

0 455 
1 91% 

5.8 0.8 
me + hist 125 8 2 258 
+ cot + 116 7 0 64% 

On the basis of a single isolate hist (P143h) is proximal to pan-l, whereas &i 
is distal to ~a- (Perkins, Glassey and Bloom. Canad. J. Genet. Cytol., in press). HOW 
ever, the second cross indicates that P143h is distal to co& and there is evidence 
(Mitchell and Mitchell, 1954. P.N.A.S. 9:436) that & is distal to &. The region 
adjacent to pan-l comprises a cluster of very closely linked genes, making it difficult to 
demonstrate the linear order. 

St&, B. R. Linkage data for In the ccur‘se of locating the hist-5 gene, 
group IV further linkage data between group four 

markers have been obtained. The loci used in 
these studies with the standard alleles are as follows: e (33442) ccl-4 (73007), &I 
@;6;), hist-5 (K517, K534, K550), 1 eu-2 (37501, ~i (38706), PVr-3 (;2Gnd -3 

. The results of three point cresses are listed in Table 1. The order of genes shown 
by the three point crosses together with the approximate map distance between then is: 
(centromere) 5 4.5 col-4 1.5 m 0.8 & 1.0 hist-5 4.3 B 1.6 leu. 
In addition evr-1 is proximal to & and probably is proximal to &. The morphological 
mutant fld is proximal to u and is probably closely linked with &. 



TABLE 1 

Crosses with croup IV markers 

Zygote genotype and Parental 
recombination per cent combinations 

A B C ABC abc 
a b c 

+ ax-2 hist-5 90 97 
pyr-1 + + 

4.9 3.4 

+ co1-4 + 53 134 
ne-1 + hid-5 

4.5 2.0 

+ arq-2 hist-5 186 136 
col-4 + + 

1.5 1.5 

+ txyr-3 + 228 138 
a-g-2 + hist-5 

'0. 8 0.8 

+ hist-5 leu 112 116 
fld + + 

2.0 6.0 

+ + tryp-4 372 594 
PYr-3 hist-5 + 

1.1 2.7 

+ + leu 
hist-5 tryp-4 + 

7.4 1.6 

234 222 

- 
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-- 
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w Total T 
-k a 
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0 
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-- 

0 

s 1 and 2 

aBC 

0 204 

0 200 
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0 332 

0 372 

0 248 

1 1003 

1 501 

- 
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