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Polyclonal anti-Eimeria tenella sporozoite antibody was used to iso-
late cDNA clone S07 from a )Lgtll expression library constructed using
mRNA from E. tenella sporulating oocysts(l). The nucleotide sequence
of clone S07 was determined by dideoxy sequencing of ExoIII generated
deletion mutants(2) from both ends of the cDNA in pUCll9 and is shown
here. The sequence is 957 nucleotides long and the deduced amino acid
sequence predicts the occurrence of only one in-frame methionine residue
at nucleotide position 65. This ATG codon is in an environment that is
favorable for translation initiation by eukaryotic ribosomes(3).
Initiation at this position would result in an open reading frame of 216
amino acids with a predicted molecular weight of 22.4 kD. A striking
feature of the sequence is the tremendously high frequency of the trinu-
cleotide AGC dispersed in a tandemly repeated fashion throughout the
length of the clone, i.e., in both protein coding and untranslated re-
gions. Interestingly, those trinucleotide repeats located within the
protein coding region are not in the same reading frame. The majority
code for either serine (AGC) or glutamine (CAG) residues. In both of
these, the third position is a G or C nucleotide which is in good agree-
ment with the overall 69.5% G/C content for this cDNA and the 83% third
position G/C bias within the open reading frame.

I CTC GCC CCA ACT TTY TCC CCC GC6 CC CAC AGC ccA6CA ACAC ABC AC AC AGC AMC AA AT GCA GAC CTC TTC AC 6GA CTC GIG GAC GGC6BC6TC ABC GCT INN
N A N L F S A L V A A V V G A

109 BTT 6CT CCATC cT CT cG6A6 6C w A66GCCCCCccC6 GCCCCCc 6C ACT CC TCC ACT T6C TCC AGC AA C CmAA B6CGCCCNCc A6 CT6 216
V A A A N L P A E G E N A P R P A P G T A N T C C C S K L Q E G A N E L

217 6A6 6BT TTT GCTCABCA6 nTACTG TT TT CCA 666 AMCTGcCGCTCCCTG C6GB T6 6 6C6 A6AC TCAC6GCCT6CT6C 606CGAc Buc c6 CTC CCC ACC 324
EG F VQQ L S F V A 6 K L A C C L I V G A E Q L A N CA AGE NI L P S

325 AMC AMC AMC MC AC M6CT CCTnCAC CTG CTG CMnCTC SAG A CM GAC CTC SA6CA AC CTC GM6 6CC 6AC AA6 CA A6C6CA6SA TACCTC TTIGC AMC AMC 432
SS S S S S CC A L L Q L E K Q S L E Q S L E A 6 K Q A E CL L B S S

433 AAA CA6 ACC CTC A6 GMC CTC CTC A66GA6CC CAC6CT ACA ACA AC6CAB SAT T CACTICIA AIC SAGC AMC AAA SAC ACA GTI CTI CMAC C ATT CCC CAC ACC 540
K A L GE A L L E 6 A l V A A T E A L L L V ES S K D T V L N S I P HN

S41 CAB66AAB CT6ACC CA6 CCC TAC A TCTTn CTBC6A6CC TAC CAC 66C cA 6C6A C 6 A66 TCT CTC CCC TAC cccA CC CCT OCTACT OCT TACGB CAC CAC 64M
GE K L A QA Y S S F L AT Q GA AAA R S L A Y G A P A A A G6 Q

649 CA6 CAB CCC AMC AC TAC NAB ACC CCC CCC CCC TCC A6C CAC CM6 CCC TCC 6AC TTC TTC T6A6TM CCC AC AMC AMC AMC AMC AMC AMC AMC AC MCC C MCCA 756
Q Q P SSY P P A S S Q 9 P Fs6 f F

757 6C A6CMCC CAC SIC GAB GCC NAB NS CC CICMCCAM CA CAMCAM CCB GCC CA CTA GCCCC CABMCC ACT CAC MA GB CTC CAC MB CM CA B AMC AMC 4

US AM PC G6A AU6 CM CP lCATA TM6 CAC MA6 CM CM CBC CM CACMCCM6CAM CM CM CMCMC CMCAMCAMCAMCAM CTC nc CAC CA
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