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+13 AUG , 2419 mRNA .AUG
M1 (1) > Ma(l) 0 3 :
2
2.1 9
9 , 1 ,N1  nNg
Sulf olobus toko-
daii 9 ,n 2.0 0.5
. . N1 Ng 34,37,21,23,28,33,31,42
46. , , Sulf olobus tokodaii
GC ,
(Domain) . GC )
( ) , ! ,AGG (Arg) ,AUU
(lle) AAA(LyS A GG (Arg) 2.
, Arg, Arg
8 , GC , mRNA  GC Arg
AGG, .AAA (Lys) 2 , GC
, 2 AAA .AAA (Lys)
,GC ; GC
UAG ,
2 9
AA Codon ny Ny ns N Ns Ng n; ng Ng
Phe UUU 1.44 3.56" 0.46" 0.27° 0.28" 0.23° 0.23° 0.19° 0.13°
Phe UUC 0.69 0.64 0.98 1.34 1.04 1.18 1.18 1.57 4.99
Leu UUA 11.85° 15.79° 1.08 0.33° 0.38° 0.24° 0.18" 0.10° 0.07"
Leuw UUG 1.04 0.82 0.44" 0.56" 0.34° 0.51 0.27" 0.71 0.70
Lewu CUU 2.71° 5.43" 1.87 1.40 0.70 0.70 1.39 0.90 1.40
Lew CUC 2.25° 1.38 2.75° 3.78" 2.38" 2.25" 7.14° 6.83° 22.51°
Leu CUA 12.87° 12.87° 2.20° 4.18° 1.82 1.01 1.35 1.10 1.96
Lew CUG 0.41° 0.34° 0.73 0.59 2.83" 3.37° 2.69° 7.36" 13.98"
lle AUU 2.76° 2.76" 0.49° 0.27° 0.37° 0.25° 0.26" 0.20° 0.13°
lle AUC 0.31° 0.33" 0.54 0.53 0.67 0.91 0.73 1.36 1.30
lle AUA 52.70° 35.13° 3.36" 4.31° 2.53" 0.78 1.77 0.64 0.74
Met AUG 0.91 0.97 0.84 0.75 0.81 0.90 0.94 0.96 0.92
vd GUU 3.89° 7.78" 1.93 1.05 0.77 0.59 0.95 0.72 0.96
vd @UC 0.58 0.78 1.62 1.59 1.76 2.13" 1.95 4.10° 6.64"
vd GUA 12.22° 3.67° 2.33" 1.26 1.47 0.77 1.24 0.50 0.75
vd GUG 0.9 0.87 1.03 1.20 1.66 2.09° 2.72° 3.48° 7.41°
Ser UCU 5.33° 11.33° 1.30 0.85 0.36" 1.00 0.39° 0.47° 0.29°
Ser uUcc 1.79 1.27 0.79 1.67 1.39 2.44°7 1.08 3.14° 5.13"
Ser UCA 4.10° 11.60 " 0.89 0.75 0.38" 0.68 0.37° 0.41° 0.39°
Sr UCG 0.51 0.83 0.65 1.27 1.17 4.29" 1.26 3.25" 4.29°
Sr AQU 4.77° 2.57° 0.58 0.66 0.48° 0.66 0.47° 0.40° 0.45°
Sr AGC 1.57 0.99 1.26 1.71 2.30° 2.38" 2.67° 4.52° 8.04"
Po CCU 5.09° 8.48" 2.54° 2.36" 0.95 1.68 1.31 1.25 1.25
Pro CCC 1.28 1.85 1.34 4.49° 4.54" 2.62° 3.56" 5.74" 11.47°
Pro CCA 3.94" 4.12° 0.67 1.05 0.56 0.46" 0.50 0.53 0.80
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AA  Codon ny ny N3 Ny ns Ng ny ng Ng
Pro CCG 0.43° 0.39° 0.82 0.64 1.54 4.36" 2.49° 3.85" 5.69 "
Thr ACU 6.41° 5.28" 0.93 0.85 0.51 0.61 0.44" 0.41° 0.43°
Thr ACC 0.49° 0.49° 0.76 0.74 1.55 2.12° 1.28 3.67° 5.56 "
Thr ACA 7.58° 13.27° 0.97 1.09 0.68 0.67 0.60 0.62 0.54
Thr ACG  0.67 1.76 0.76 0.81 1.44 1.94 1.40 2.70° 4.61°
Ala GCU 3.02° 5.16 1.72 1.44 0.87 1.17 1.17 0.98 1.26
Ala GCC 0.46° 0.54 1.10 1.53 3.53" 2.68" 2.94" 7.06" 13.11°
Ala GCA 4.23° 2.76° 1.06 0.64 0.77 0.55 0.84 0.65 0.71
Ala GCG 0.42° 0.50 1.40 0.67 2.20° 3.32° 3.19° 5.02° 6.53"
Tyr UAU  1.30 2.38" 1.18 0.71 0.85 0.59 0.67 0.35" 0.40°
Tyr UAC 1.84 1.04 1.13 1.71 1.50 1.13 1.42 1.64 4.33°
Ter UAA  1.43 2.85" 1.07 0.43° 0.95 0.71 0.86 0.43° 0.37°
Ter UAG 2.42° 8.06" 4.03" 8.76" 4.84° 3.45° 5.13° 4.03" 6.04"
Ter UGA 0.61 0.38° 1.82 0.89 0.83 0.57 1.36 0.83 3.03"
His CAU  1.16 0.98 0.59 0.49° 0.45° 0.88 0.45° 0.64 0.33°
His CAC  1.03 0.85 0.81 1.41 1.50 1.63 1.68 3.72° 4.83"
An CAA 0.68 0.49° 0.20° 0.21° 0.16" 0.32° 0.11° 0.20° 0.11°
Gn CAG 0.58 0.44° 0.44° 0.57 1.06 2.03° 1.32 3.08" 3.82°
Asn AAU 0.10° 1.21 0.21° 0.21° 0.20° 0.25" 0.12° 0.13° 0.07"
Asn AAC  0.84 0.71 0.61 0.75 0.76 0.94 0.64 1.16 1.61
Lys AAA 2.88° 2.16" 0.47° 0.22° 0.25° 0.20° 0.18" 0.15" 0.09°
Lys AAG 0.86 1.11 0.70 2.18" 0.85 0.65 0.90 0.99 3.47°
Ap GAU 0.95 1.21 0.46" 0.39° 0.35° 0.46" 0.34° 0.35° 0.33°
Ap GAC  0.59 0.61 1.05 1.36 1.51 1.63 1.29 2.74° 5.11°
Qu GAA 0.75 0.49° 0.55 0.30° 0.34° 0.24° 0.25" 0.25" 0.23°
Qu GG 1.42 1.46 1.26 2.89° 1.68 1.35 2.85" 2.35° 10.87°
Cys UGAU 2.93° 3.22° 0.60 0.61 0.31° 0.87 0.40° 0.69 0.33°
Cys UGC 0.95 0.68 0.46" 1.01 0.86 2.77° 1.31 3.39° 2.77°
Trp UGG 0.93 0.88 1.32 0.95 1.05 1.06 1.27 1.30 1.45
Arg CGQU 0.47° 0.48" 0.43° 0.19° 0.42° 3.43° 0.58 2.69" 0.30°
Arg CGC 0.16° 0.14° 0.37° 0.35" 1.77 6.11° 2.61° 13.44° 3.73"
Arg CGA  0.69 1.09 0.31° 0.68 0.42° 2.18" 0.87 2.91° 0.44°
Arg CGG 0.45° 0.49° 0.84 1.16 1.45 9.96" 4.03° 17.44°  13.95°
Arg AGA 12.46°  22.42° 2.20° 2.88" 0.60 0.40° 0.53 0.43" 0.71
Arg AGG 20.66" 22.72° 7.21° 20.22° 4.17° 2.15° 4.94" 3.82° 41.32°
dy GGU 1.64 1.80 1.13 0.59 0.67 1.20 0.62 0.63 0.66
dy GGC 0.50 0.53 1.22 1.22 3.54" 4.23" 3.37° 6.04" 7.95"
Qy G&AR 2.73° 2.86" 0.68 1.22 0.49° 0.32° 1.10 0.46" 0.50
Qy GGG 2.24° 2.58" 5.44° 2.25" 2.51° 1.81 4.28"° 3.50" 7.52°

2.2
2419 mRNA NC NC )
( NC ) 40 °, - 20 +13 @) :
p(i) ,i A,C,G,U. , 1
AUG 1 A, (0.625) (0.325) ,
G A. , GUG ,
AUG. -1,-3,-4 -7 A,
, 0.235; 0.179. +4,+6 +9
, A +11 A
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Analysing the Coden and the Conservative Character
of AUG Context in Aeropyrum pernix
Zhang Guangya Fang Baishan

(College of Mater. Sdi. & Eng. , Huagiao Univ. , 362011, Quanzhou, China)

Absgtract  Among 10 organisms with different coding GC contents, Aeropyrum pernix was compared with E. coli and others
in their coden usage bias. least difference in coden usage bias was shown between A. pernix and Drosophila melanogaster ,
these two organism a0 were cdosein coding GC contents but they belong to two different domainsin taxonomy. Thisillustrates
that coding GC is more important than plilogenetic lineage for their ooden usage bias. The probability
of the occurrence of bases A and C in highly expressed genes and lowly expressed genes differred fairly greatly , ep in
-1, -3, -4and - 7 dtes. Bases A and C might be more important than bases Gand U in the control of initia eficiency of
trandation. The conservative character of AU G oontext in highly expressed genes was shown to be different from that of lowly
expresed genes. Of al the context dtes, the highly expressed genes - 4 and - 3 were probably asociated with their highly ex-

presed character.
Keywords  Aeropyrux pernix , codon usage bias, AU G context , probability of base distribution, conservative character



