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for v1 in c1 loop
insert into yeast_human_homolog ( 

human_refseq, 
yeast_orf_name, 
score, 
expect

select
v1.refseq_id,
t.t_seq_id,
t.score,
t.expect

from
table ( blastp_match (

v1.sequence_string,
cursor ( select a.yeast_acn, a.yeast_seq 

from yeast_prot_seq a )
)

) t
where

t.expect < 0.00001
;

end loop;
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Figure 1. The PL/SQL Script for Performing the Iterative BLAST Query.
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select
        substr(a.refseq_id, 1, 9) refseq_id,
        length(a.seq_string_varchar) seq_length,
        regexp_instr(a.seq_string_varchar, '[RK].{2,3}[DE].{2,3}[Y]', 1, 1) motif_offs1,
        regexp_instr(a.seq_string_varchar, '[RK].{2,3}[DE].{2,3}[Y]', 1, 2) motif_offs2,
        regexp_instr(a.seq_string_varchar, '[RK].{2,3}[DE].{2,3}[Y]', 1, 3) motif_offs3,
        regexp_instr(a.seq_string_varchar, '[RK].{2,3}[DE].{2,3}[Y]', 1, 4) motif_offs4
from
        target_db a,
        y2h_interaction_p b
where
        a.refseq_id like 'NP%'
        and regexp_like(a.seq_string_varchar, '[RK].{2,3}[DE].{2,3}[Y]')
        and (substr(a.refseq_id,1,9) = b.bait_refseq or substr(a.refseq_id,1,9) = 
                    b.prey_refseq)
1

Figure 2. The SQL Statement for Identifying the Location of the First Four TKP Sites in a 
Protein Database.


