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Table Codon frequency of the naturc polypoptide coding soquonca
of poaLl

Genetic cpa (4)b Gunetic cpd (4)b Gunetic cpa (y)b Conetic cpa (y)b
code coda codo code

TTT-Phe O .0) TCT-Ser

TTC-Phe 12( 3.9) TCC-Ser

TTA-Leu 0{ .0) TCA-Ser
(

o( .0) TAT-Tyr O( .0) TGT-Cys O( .0)
8 TGC-
0
TTG-Leu O .0) TCG=Ser S
2
S
1

{ {

( 2.6) TAC-Tyr 17( 5.6) ys 2{ .7)
( .0) TAaA= . O{ .0} TGA- . O( .0)
( 1.6) TAG- . Of{ .0) TGG-Trp 4{ 1.3)

CTT-Lov 1{ .3) CCT-Pro
crc-Lev 8( 2.6) CCC-Pro
CTA-Ley 0O( .0) CCA-Pro
CTG-Leu 9{ 2.9} CCG-Pro 1

{ .7) CAT-His Of .0) CGT-Arg ©( .0y
( 1.6} CAC-His S5( 1.6) CGC-Arg 2{ .T)
0( .0) CAR-Gln O( .O) COA-Arg O( .0}
( 3.6) CAG-Gln 14( 4.6) CGG~-Arg 3( 1.0)

ATT-Ile O 0 ACT-Thr O( .0) AAT=Asn O( .0) AGT-sor 1( .3}
ATC-Ile 10: J‘J: ACC-Thr 10( 3.3} AAC-Asn 21{ 6.9) AGC-Ser 9( 2.9}
ATA-Ile O{ .0) ACA-Thr O{ .0) AAA-Lyo Of .Q) AGA-Arg O( .0}
ATG-MET 11{ 3.6) ACG-Thr S( 1.6) ARG-Lyo 6{ 2.0) AGG-Arg 2( .7)
GTT-Val 2 .7) GCT-Ala 3( 1.0) GAT-Asp 0O( .0) GGT-Gly O( .0)
cg-vzx sg 2.5} ccc-m: 24( 7.8) GAC-Aop 8( 2.6) GGC-Gly 24( 7.8)
GTA-Val 0O{ .0} GCA-Ala O{ .0) GAA-Glu O{ .0) GGA-Gly 1( .3}
- GTG-val 20{ 6.5) GCG-Ala 16{ 5.2} GAG-Glu 7{ 2.3) GGG-Gly 10( 3.3)
a Codon inquoncy/mtuu polypeptido coding soquence
b [a/total number of codons (=306)) x 3100
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Fig. Southern blot i1 of oat genomic DNA (21 ug)

digested with restriction enzyme Bglll (B) or EcoRV (R). The blot was

h

4 followi

0.1%

g hybridization, 10 a final stringency of 0.2X SSC and
SDS at 65°C for 1 hr. Lane 1C, 3C, 6C, and 9C are reconstructions

containing 1C, 3C, 6C, and 9C equivalent of pOGLI insert DNA,
respectively.

1.5 Kb ~

Developing
Yp

Leaves Germinated Kernels

RT ST SC AL

= 1.3 Kb

Fig. Northern blots of poly(A)* RNA preparati from developing
primary leaves 2, 4, 7, and 14 days after emergence from coleoptile
(DAE), young panicles (YP), developing kerncls 5 and 10 days after
anthesis, and roots (RT), shoots (ST), scutellum (SC), and aleurone
layers (AL) of kernels germinated for 5 days, repectively. 1 pug of
poly(A)* RNA was loaded in ecch lane except lanes for 5 and 10 day-
old developing kernels where 3 pg of poly(A)* RNA was loaded,
Blots were hybridized with the random-primed pOGL! insert DNA
probe and washed to a final stringency of 0.2X SSC and 0.1% SDS at
65°C for 30 min,
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