
Primer Information & Laboratory Protocols 

Standard PCR amplification protocols were performed using AmpliTaq Gold reagents 

(Perkin Elmer/Applied Biosystems). Reaction mixtures and thermal cycling 

parameters differed between taxa. RAG-1 light and heavy strand primers were G396 

(R13) 5’-TCT GAA TGG AAA TTC AAG CTG TT-3’ (Groth and Barrowclough 

1999) and G884 5’-GCA TTA TGA GCG TTC ATG AAY TTY TG-3’ (Townsend et 

al. 2004), respectively. C-mos primers were light strand G303 5’–ATT ATG CCA 

TCM CCT MTT CC-3’ and G73 5’–GCG GTA AAG CAG GTG AAG AAA-3’; and 

heavy strand G74 5’–TGA GCA TCC AAA GTC TCC AAT C-3’ and G708 5’–GCT 

ACA TCA GCT CTC CAR CA-3’ (Saint et al. 1998; Hugall et al., in review). PCR 

products were sequenced using the ABI PRISM BigDye Terminator Cycle 

Sequencing Ready Reaction Kit and an ABI 3700 automated sequencer. Some 

additional sequencing was outsourced to a commercial firm (Macrogen, Seoul, South 

Korea). Sequences were edited manually and aligned by eye using reading frame and 

the BioEdit Sequence Alignment Editor (Hall 1999).  
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