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The mitochondrial genome of Lygus lineolaris is 17027-bp. The Lygus hesperus mt genome is 17747-bp. " N - -
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The overall A+T content for Lygus is 75%, somewhat higher than that of another Heteroptera, Triatoma, but slightly less than Orius.
There are no significant differences between the two Lygus species.
Coding region third positions have A+T of 84% compared to about 69% for second positions.
The tRNAS range from a low of 64.6% A+T in Ser(AGN) to a high of 90.8% in Asp.
Highest A+T i light yellow; lowest A+T is pink.
L. lineolaris mtControl Region Codon usage is also similar for the two Lygus.
2318 bp. Among the species there is a tendency for the lesser used codon for each amino acid to be at  higher frequency in Triatoma.
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There are no major differences in usage among the four Heteroptera
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A 24-bp was found in seven copies in L. lineolaris and six copies in L. hesperus.
T itutic the 24 by f the species.

tRNA Stem-Loop Structures

Control region 61-bp repeats

Sequence

2.

L hesperus - Eighteen 61-bp repeats L. Lineolaris - One 61-bp unit.
L lineolaris 61-bp unit differs by ten substitutions (16.4%) from the L. hesperus consensus.

Control region 161-bp repeats, polymorphic sites.

Nucleotide position
N 14 97 111 122 138 145 155 156 158 161
1 A T A PN C
I I - - 6 T - : Typical tRNA cloverleaf

: < = folding secondary structure.
The truncated or absent
DHU arm of the tRNA-
Ser(AGN) is not unusual for
insects

L. lineolaris - 5 copies of 161-bp; one copy of 160-bp; partial copy of 59-bp.
L. hesperus - 3 copies of 162-bp; one copy of 161-bp. partial copy of 47 bp.




