TEIHRIEREE ( Melitaea cinxia )

——— N ——
I——

A SR

2015-6-27



Melitaea cinxia ( <X HRHE )

Melitaea cinxia is a sun-loving butterfly, being active only in bright
sunshine. Like most fritillaries, it is difficult to follow as it flies with a
series of rapid wing beats followed by a short glide. Both sexes are avid
nectar feeders, Thrift and Bird's-foot Trefoil being particular favourites.
The adults roost, often communally, on flower heads of various grasses.
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Adults emerge in the second half of May, reaching a peak at the end of
the month and at the start of June.

There is typically one generation each year but in good years, when there
has been a particularly-early emergence that starts as early as the end of April,
there may be a partial second brood that emerges in August.
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Expression level

Expression level of hsp70 genes after exposure to five temperatures for 2 h.



Nature's inordinate fondness for metabolic enzymes: why metabolic enzyme loci are so frequently

targets of selection
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SNP calling

GENSCAN Output

View gene model output: PS | PDE

GENSCAN 1.0 Date run: 27-Jun-115

MCINX00436 Triose-phosphate 91854-

6-PA isomerase 96716
CHROM POS REF ALT
scaffold1884 92418 G A
scaffold1884 92735

T G
scaffold1884 92755 T A
scaffold1884 93396 G A
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Secondary Structure Prediction
and Comparison



Phylogeny Tree
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Amino acid comparison

Range 1: 1 to 248 Graphics

Score

Expect Method Identities Paositives Gaps

461 bits(1187) 3e-170 Compositional matrix adjust. 224/248(90%) 236/248(95%) 0/248(0%)
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Prediction from Jpred
Melitaea cinxia
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* Prediction from Psipred

Melitaea cinxia
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Prediction from Phyre2

* Melitaea cinxia Helicoverpa Armigera
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* Prediction differences of Psipred and Phyre2
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Structure of Tpi of Tenebrio molitor




Tpi subunit comparison

Tenebrio molitor Melitaea cinxia



Active site comparison
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