
Dm_Cpx      1 MAAFIAKQMVGNQLSAVKGAVGGDGGDDGDD.......KEKAEEEERERQEAIKEAEDRR
Hs_CpxI     1 ~MEFVMKQALGGATKDMGKMLGGDEEKDPD...........AAKKEEERQEALRQAEEER
Mm_CpxIV    1 ~MAFFVKNMISNQVKNLGFGGGSEEKKEEGGTSDPAAAKGMTREEYEEYQKQMIEEKMER

Dm_Cpx     54 KEKHRKMEEEREKMRQDIRDKYNIKKKEE.IVEAAPQEEPN...PLMRKKKT.PEELAAE
Hs_CpxI    49 KAKYAKMEAEREAVRQGIRDKYGIKKKEEREAEAQAAMEANSEGSLTRPKKAIPPGCGDE
Mm_CpxIV   60 DAAFTQKKAERACLRVHLRDKYRLPKSEMDETQIQL...AGDDVDLPEDLRKMVDEDQDE

Dm_Cpx    109 AEQEELDDFTKLKNQIETQVNELKTQIEGKCVMQ~~~~~~~~~~~
Hs_CpxI   109 VEEEDESILDTVIKYLPGPLQDMLKK~~~~~~~~~~~~~~~~~~~
Mm_CpxIV  117 .EEEKDSILGQLQNLQNMDLDTIKEKAQATFTEIKQSAEQKCSVM

% Similarity

% Identity

Dm_Cpx           48.8  33.3  
Hs_CpxI    40.3        42.3 
Mm_CpxIV   24.1  33.1
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Supplemental Figure 1.  Complexin alignment.
The protein sequences of Drosophila complexin, human complexin I, and mouse complexin IV were 
aligned using Pileup and similar amino acids shaded by Boxshade 3.2.  The percent similarity and iden-
tity was determined by the Gap algorithm in the GCG software package.


