
LINKAGE DATA

Murmy,  N .  E . Linkage information

fm  r\nteine  cmd  methianine mutants.

&(T156).  c s-9 is located between CT (trip)  and thi-I
(thiamine-l) in lln age group IR (see Table-i).+

c s 10 (39816).-5. The tentative location of this locus (Murray
1965 eneta  52: 801) as the most distal marker  in the left arm of
linka

9
e group IV is supported by information from other workers.

recombination frequency was much higher and there war K) or little “negative interference”. Complementotion tests showed
that NM86  is physiologically different from  the hetemcmyon compatible cys-5 (NM44)  strain, and more specifically Lein-
weber (personal communication) has shown that while NM&  lacks ATP-sc&se,  the &alleles tested (35001  and  NM44)
lack PAPS-reductaw.  It is proposed that NM&  is an allele at locurcyr-ll.  The combimrtion  of flanking makers found for
cysteine independenf  recombinantr from D cross of c r-5 by c -I 1 indicate the order mating type, cyr-I  I, cyr-5, leu-3.
Adsquote genetic information is lacking far a  cross o c-?&(&by&,  but- (85518)  gave  a  very low recombination
irecpency ( 1  in ZW,OOO) when crossed to cyr-ll (N .

.,ms  !?::)iseeti  I ).
c r-12  is an additional cysteine locus in linkage group I distal to ad-9 mxl  close to d (0 recombinants-

me-6 (35809)  and muc (65108).  These mutants OR clowly linked. Meth’mnine independent recombimntr  hove been isol-
arexrn  crosses of me-6 by mat  and classified with respect to the flanking markers  thi-I  ond ad-9 (odenine-9). The order
indicated is thi-I, m-e-63-9, but it is pmbctble  that mat  and me-6 is aIlelic.- -- - - - - -

me-7 and me-9. Methionine  independent recombinantc  have been isolated from crosses of me-7 (NM73) by me-9 (NM43t)
anmssifiemh  respect to flanking markers (thiamine-3 and white collar). The methioninxci  are very cl-linked in
the order thi-3, me-7, “e-9,  WC.- - - -

Table I.  Linkage data  on random  segregunts  from crosses involving cys-9 or cyr-12.

Zygo?e  genotype and Parental Recombimtion Total and
96  recombination combinations Singles Singles Doubles 96  germination

region I region 2 regions I and 2

+ thi-I  ad-9 3 4 7 IO 0 9 3
cys-9 + + 3 3 5 4 0 (93%)

12 .9  15 .1

+ cyr-9 + 2 6 2 20 0 88

CT OS-I

3.4 +40.9

2 3 I 1 6 0 (63%)

+ + cys-I2 48 8 8 0 120
thi-I  ad-9 + 44 5 6 I (83%)

II.7  1 2 . 5

(The top number in each p-air represents the class that has the + allele of the leftmost marker).

hhker  isolation
numbers

T156
5 6 5 0 1

Y l54h437

8 1 2 2
T156

8135

5 6 5 0 1
Y 154M37

NM268
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Beske, J. L. and  R. L. Phillips. Preliminary mapping The nineteen tmnslocation  strains listed in Table 1 were gener-

of nineteen new tramlocations  with the alcoy multiple ously  given to us by D. D. Perkins and are presently available
from the Fungal  Genetics Stock Center (see Revised Stock List,

tronslocation  tester strain. Neumspom News1  .,  this issue ). These strains were crossed with
the alcoy triple tmnrlocation  tester strain (T(I;lI)  &I;  T(IV;V)
2355, “0’;  T(III;VI)  I, ylo-I  ) to obtain information  on the linkage

groups involved. Crosses were made on a I .7% Difco  corn meal agar  medium by rimul-oneously  inoculating both parent
strains. All crosses were maintained a+  25X.  Random  ~rcorporer  were irclated  to o solid Fries minimal or complete medium.
For certain crosses, 100  arcorpores were isolated on two  occasions approximately two weeks apart. The same pattern of re-


