Table 1:    Localization of Dip-A coding within the chromosomal region 41D2 - 43B3 of D. melanogaster




   Activities of Dipeptidase-A and Dipeptidase-C, as ratios (Dip-A/Dip-C)

                       Genotype
   Oregon-R         Df(2R)nap1/Dp(2;2)BG         Oregon R/Df(2R)nap1          Oregon R/Dp(2:2)BG


Deficiency/Duplication                     -                                                                   -  / 41D2 - 42B1-3                   -  / h38 - 42B

       breakpoints 


Activities, Dip-A/Dip-C            1.46 + 0.03                1.35 + 0.04

             0.84  + 0.01

        2.19  + 0.32


The activities of Dipeptidase-A (Dip-A) and Dipeptidase-C (Dip-C) were measured in at least two samples of 3 to 5 one to two day old 

adult males of wild-type (Oregon-R), the Deficiency/Duplication stock Df(2R)nap1/Dp(2;2)BG, In(2LR)Gla, wg[Gla-1] (BDSC 1006) and 

their F1 progeny, as indicated.  Simultaneous hydrolyses of prolyl leucine (by Dip-A) and leucyl proline (by Dip-C) were assayed and measured spectrophotometrically as optical densities (Collett, 1989) and are presented as ratios (+ differences or standard deviations) 

among replicate samples.

Table 2:  Association of Dip-A electrophoretic variants and activity within the 2R proximal region h46 – 42B3 of D. melanogaster

    Breakpoint

Source


               Deficiency/Duplication             Df/Dp breakpoints     Identification of Dip-A 
   identification

        

Voelker and Langley (1978)              Df(2R)bwVDe2L CyR                h42 - 42A3
    electrophoretic variant          Kuroda et al. (1991)




           Df(2R)M-S24                         h46 - 42A2            electrophoretic variant                  unknown

Hall (1983)  


      In(2R)bwVDe2LCyR              h42 - 42A3
             activity

  Kuroda et al. (1991)

Collett (Table 1, above)                        Df(2R)nap1                       41D2 - 42B3 

 activity 

     FBab010165




Dp(2:2)BG,In(2LR)Gla,wg[Gla-1]        h38 - 42B 

 activity 

     FBab0024067                                      
 

Table 3.  Characteristics of Dip-A and candidate annotations in chromosomal region 41D2 – 42A3 of D. melanogaster (R 5.5)

Character


Dipeptidase-A             
CG3107
          CG11066 (scarface)
        CG17337
 
 



        
           

Locus



  41D2 – 42A2


   41D3


     41F8                                  41F8    

Mutant phenotype                 no detected visible*                       ?

          pupal recessive 
                          ? 
 

                                              or viability  effects



      sub-lethal/adult head

Estimated MW, kDa

         44**                                   120                                                                         53.5                                         

Physiological activity 
          di-, tri-peptidase, 

                                              broad specificity***




          metallo-proteinase****

Pfam protein


 



     M16
           serine protease           M20 metallo-proteinase

domain identification                  

                  metallo-proteinase,                                                 mono- and di-homo-








         mitochondrial 



           polymeric, N-terminal

                                    



       processing+ other




        AA hydrolysis
      

                      

Human ‘homologue’   










        pepA***** 

 62% coding identity

gene ID: 55748 CNDP2

*  Observation based upon a naturally occurring null allele of Dip-A of D. pseudoobscura (Collett, unpublished).

**  Hall (1983) estimate of MW by elution of Dip-A prepared in 0.1M Tris-Cl, pH7.1 containing 1% Triton in Sephadex G-200. 

***  Laurie-Ahlberg (1982), Collett (1989), Beard and Collett (unpub) substrate testing in electrophoretic assays.

****  Activity of Dip-A is depressed in the presence of EDTA and pepstatin (Collett, unpub.).

*****  Teufel et al. (2003) characterized pepA as a ubiquitous cytosolic di-peptidase of the M20 metalloproteinase family 

which hydrolyses N-terminal amino acids non-specifically.  Its molecular weight (MW) is 52.7kDa.

