Figure S5A: Drosophila species
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Figure S5B: Other insects

Anopheles gambiae

GAIGQTVPGA

QQQQQPPQQQQQPQPQQQQQPQQRPQQQQQPQPQQRPQQQQQQQPQHPQQQQQQQQQQKRPQQQQQQQFPPQQQQQQGNPQKKQKKQ
PQSGGPQQHQQGPSQQQQQHAQKQHEPPQQQQQQPQRPQQQQQQQQQLPQQQQQQQQQQQRPQQQQQQQGPPQQQQQQQQRPRQQQ
HKPAVPAAATGSAVHRDASVASTKSSSSGDGTLQTIEENLGAMRIAKEKIRRTDLRPVL

VRRGAHGKRGEPVSVEANFFRLLLDKLKGTAYHYDVAIEPERPKKFYRPVFAQFCRENYPGAMLAFDGQKNAYTTRKLSDKKAKVV
Aedes aegypti

NYVYLLIQRENRRRVIDHCMILNARYLYIPCR

QKQQQQQQQPQQQQQHQQKQQSQQQQQQQQQQQRSKEQGSQQQQRPQQQAQQQQPSQQQQQS

QKQQHPQQQQQQRPQKEQQQFQQDQRPQQQQQQFQKQQRPQQQEQQQQRPQQQGQSWRPQ
SHDPSPASGSHSHSSSPSHAAALERVEEDFSKIKIDKQKIHSSALLPVLMRPNAH

GTRGRAIKVEVNYIQLLLERLIPTAYHYDVDIQPAASRKWQRLAFSEFTKQMFPNHGFAFDGHKNAYAARRLQADVYEQEVKV
Apis mellifera
kkkqnvqnhphssis

qqqsnpdqqqnpsgsqqvhsqqqqsdisqk

hacpkqqsdspqqqgqtydqqqqh-sssqq
shsqkqqsnspqqqawklnqqqqq-sspqq
phsqrqqldspqqqawrlnqqqqq-sspqq
phsqrqqsnspqqqvrrpnqqqqy-sspqq
shsqrqqsnspqqqawklnqqqqq-sspqq
phsqrqqsnspqqqawrlnqqqqq-sspqq
phsqrqqlnspqqqawrlnqqqqqqsspqq
phsqrqqsnspqqqvrrpnqqqqy-sspqq
shsqrqqsnspqqqawkpnqqqqq-sspqq
phcqrqqsnspqqqvwrpnqqqqqhnspqq
vsishqq

imsds

yeeqqqsnkpkfllrtvfeefrkkqcpkrypafdgrknaysakllpfgdkskeeeinV
Legend

Amino-terminal glutamine-rich repeats in Ago2 proteins from different insects. The protein sequence encoded in ago2 exon 3 of D. melanogaster is listed at the top. The corresponding region of Ago2 predicted from genomic sequences are shown for six additional Drosophila species, the malaria mosquito A. gambiae, the yellow fever mosquito A. aegytpi, and the honeybee A. mellifera. In each case, a bi-partite structure is apparent: an amino-terminal glutamine-rich region (glutamines indicated in red and bold) of variable sequence followed by a conserved stretch at the 3’ end of exon 3 (purple). In many instances, the glutamine-rich regions contain multiple imperfect copies of distinct repeats (yellow, blue, or green). The 5’ extent of region to be included was based on EST evidence (A. gambiae), an existing prediction by NCBI using GNOMON (A. mellifera), or splice site predictions using Genscan (Drosophila species except D. mojavensis). Indented sequence is the portion of the protein employed to compute glutamine content in Table 3.
