Figure S5: Alternatively Spliced Honeybee Neurexin I Multiple Alignment

[image: image1.emf]      AmNrxI _A           MHPSVGNVGTLLPLLVVLLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_A2          MHPSVGNVGTLLPLLVV LLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B           MHPSVGNVGTLLPSLVVLLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B2          MHPSVGNVGTLLPLLVVLLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B4          MHPSVGNVGTLLPLLVVLLSQVAM SFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B5          MHPSVGNVGTLLPLLVVLLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B6          MHPSVGNVGTLLPLLVVLLSQVALSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B3          MHPSVGNVGTLLPLLVVLLSQVAMSFVLEGS ATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B7          MHPSVGNVGTLLPLLVLLLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B8          MHPSVGNVGTLLPLLVVLLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_ B10        MHPSVGNVGTLLPLLVVLLSQVATSFVLEGSATSYAQF RKWNAGLNGTLEFEFKTEQGNG      60   AmNrxI_B9          MHPSVGNVGTLLPLLVVLLSQVAMSFVLEGSATSYAQFRKWNAGLNGTLEFEFKTEQGNG      60                            AmNrxI _A           LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQVTRCAENTT     120   AmNrxI_A2          LLLYTDDGGTYDFFEAKLVESA LRLRYNLGGGAQIVTVGHDLGDGHWHKVQVTRCAENTT     120   AmNrxI_B              LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_B2            LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_B4            LLLYTDDGGTYDFFEAKLVESALRLR YNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_B5            LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_B6            LLLYTDGGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_B3            LLLYTDDGGTYDFFEAKLVESALRLRYNLG GGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_B7            LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_B8            LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120   AmNrxI_ B10          LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQ IVTVGHDLGDGHWHKVQITRCAENTT      120   AmNrxI_B9            LLLYTDDGGTYDFFEAKLVESALRLRYNLGGGAQIVTVGHDLGDGHWHKVQITRCAENTT     120                             AmNrxI _A           LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_A2          LTVDGVSAVSTSRG KEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B              LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B2             LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B4             LTVDGVSAVSTSRGKEFE FGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B5             LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B6             LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B3             LTVDGVSAVSTSRGKEFEFGKL AGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B7             LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B8             LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180   AmNrxI_B 1 0            LTVDGVSAVSTSRGKEFEFGKLAGN S DVYVGGMPSWYNSKLTLLALPSVIFEPRFNW * --      177   AmNrxI_B9            LTVDGVSAVSTSRGKEFEFGKLAGNSDVYVGGMPSWYNSKLTLLALPSVIFEPRFNGLIR     180                                                                    1/2                2/3   AmNrxI _A           NLVYADGENTVPRRQEMKSRDAK * CGG FPCVENMKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_A2          NLVYADGENTVPRRQEMKSRDAK * CGGFPCVENMKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B             NLVYADGENTVPRRQEMKSRDAK * CGGFPCVENVKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B2             NLVYADGENTVPRRQEMKSRDAK * CGGFPCV ENMKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B4             NLVYADGENTVPRRQEMKSRDAK * CGGFPCVENMKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B5             NLVYADGENTVSRRQEMKSRDAK * CGGFPCVESMKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B6             NLVYADGENTVPRRQEMKSRDAK * CGGFPCVENMK RRSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B3             NLVYADGENTVPRRQEMKSRDAK * CGGFPCVENMKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B7            NLVYADGENTVPRRQEMKSRDAK * CGGFPCVENMKRKSAR * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_B8            NLVYADGENTVSRRQEMKSRDAK * CGGFPCVENMKRKSA R * SLRNMMTANTTDACETRDPCQ 240   AmNrxI_ B10           ------------------------ - --- -------------------------- - -------     AmNrxI_B9            NLVYADGENTVSRRQE MKSRDAK * CGGFPCVENMKRKSAR * SLRNMMTA -------------  227  
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[image: image2.emf]                                                   3/4                     4/5   AmNrxI _A           HGGICISTDSGPICECRSRDYEGAYCEK * EAWSTVLPTAGAGDYWAWDY * NKAPSEASFKGT 300   AmNrxI_A2          HGGICISTDSGPICECRSRDYEGAYCEK * -- ------------------ - - EA PSEASFKGT 279   AmNrxI_B             HGGICISTDSGPICECRSGDYEGAYCEK * EAWSTVLPTAGAGDYWAWDY * NKAPSEA SFKGT 300   AmNrxI_B2             HGGICISTDSGPICECRSGDYEGAYCEK * - ------------------- - D KAPSEASFKGT 280   AmNrxI_B4             HGGICISTDSGPICECRSGDYEGAYCEK * - ------------------- - D KAPSEASFKGT 280   AmNrxI_B5             HGGICISTDSGPICECRSGDYEGAYCEK * - ------------------- - D KAPSEASFKG T 280   AmNrxI_B6            HGGICISTDSGPICECRSGDYEGAYCEK * - ------------------- - D KAPSEASFKGT 280   AmNrxI_B3            HGGICISTDSGPICECRSGDYEGAYCEK * - ------------------- - D KAPSEASFKGT 280   AmNrxI_B7             HGGICISTDSGPICECRSGDYEGAYCEK * ------------------- - - D KAPSEASFKGT 28 0   AmNrxI_B8             HGGICISTDSGPICECRSGDYEGAYCEK * EAWSTVLPTAGAGDHWAWDY * NKAPSEASFKGT 300   AmNrxI_ B10            ----- --------------------------- -- - --------------- - -----------     AmNrxI_B9             ----- --------------------------- -- - ---------------- - ----------                                                                                                                                       5/6             6/7   AmNrxI _A           EYLTIDLSKGDPILSTQETVNLQFKTKQPNGLLFYS * ANGRNRASCPT * GEGDDYLTISLRD 360   AmNrxI_A2          EYLTI DLSKGDPILS TQETVNLQFKTKQPNGLLFYS * ---- - ------ - - EGDDYLTISLRD 327   AmNrxI_B             EYLTI DLSKGDPILSTQETVNLQFKTKQPNGLLFYS * --- - ------- - GEGDDYLTISLRD 349   AmNrxI_B2            EYLTI DLSKGDPILSTQETVNLQFKTKQPNGLLFYS * -- - -------- - GEGDDYLTISLRD 329   AmNrxI_B4             EYLTI DLSKGDPILSTQET VNLQFKTKQPNGLLFYS * - - --------- - GEGDDYLTISLRD 329   AmNrxI_B5             EYLTI DLSKGDPILSTQETVNLQFKTKQPNGLLFYS * - ---------- - GEGDDYLTISLRD 329   AmNrxI_B6             EYLTIDLSKGDPILSTQETVNLQFKTKQPNGLLFYS * ANGRNRASCPT * GEGDDYLTISLRD 340   AmNrxI_B3             EYLTIDLSKGDPILSTQETVNLQ FKTKQPNGLLFYS * ANGRNRASCPT * GEGDDYLTISLRD 340   AmNrxI_B7             EYLTIDLSKGDPILSTQETVNLQFKTKQPNGLLFYS * ANGRNRASCPT * GEGDDYLTISLRD 340   AmNrxI_B8             EYLTIDLSKGDPILSTQETVNLQFKTKQPNGLLFYS * ANGRNRASCPT * GEGDDYLTISLRD 360   AmNrxI_ B10            --------------------------- ---------- - --------------- - --------   AmNrxI_B9             ----- --------------------------- ----- - --------------- - --------                                                                                                                                                      7/8          8/9   AmNrxI _A           GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 420   AmNrxI_A2          GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 387   AmNrxI_B              GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAI VDGIYA 409   AmNrxI_B2             GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 389   AmNrxI_B4             GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 389   AmNrxI_B5             GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGI YA 389   AmNrxI_B6             GGVAVGMTLAKGRIDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 400   AmNrxI_B3             GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 400   AmNrxI_B7             GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 4 00   AmNrxI_B8             GGVAVGMTLAKGRLDLHIKPVRVRFDDNQWHRIIVHRKVQE * ISSITSFCR * LSAIVDGIYA 420   AmNrxI_ B10            ----------------------------------------- -- -------------------   AmNrxI_B9             ----- --------------------------- --------- -- -------------------                                                                                                                                                     9/10   AmNrxI _A           EHGHTAGSFTHLASDRLLVGGGADARSLQGAKGINNFNGCLRK * VEFVAEGVRMELIEAAR    480   AmNrxI_A2          EHGHTAGSFTHLASD RLLVGGGADARSLQGAKGINNFNGCLRK * VEFVAEGVRMELIEAAR    447   AmNrxI_B              EHGHTAGSFTHLASDRLLVGGGADARSLQGAKGINNFNGCLRK * VEFVAEGVKMELIEAAR    469   AmNrxI_B2             EHGHTAGSFTHLASDRLLVGGGADARSLQGAKGINNFNGCLRK * VEFVAEGVKMELIEAAR    449   AmNrxI_B4             EHGHTAGSFTHLASDRLLV GGGADARSLQGAKGINNFNGCLRK * VEFVAEGVKMELIEAAR    449   AmNrxI_B5             EHGHTAGSFTHLASDRLLVGGGADARSLQGAKGINNFNGCLRK * VEFVAEGVKMELIEAAR    449   AmNrxI_B6             EHGHTAGPFTHLASDRLLVGGGADARSLQGAKGINNFNGCLRK * VEFVAEGVKMELIEAAR    460   AmNrxI_B3             EHGHTAGSFTHLASDRLLVGGGA DARSLQGAKGINNFNGCLRK * VEFVAEGVKMELIEAAR    460   AmNrxI_B7             EHGHTAGSFTHLASDRLLVGGGADARSLQGAKGINNFNGCLRK * VEFVAEGVKMELIEAAR    460   AmNrxI_B8             EHGHTAGSFTHLASDRLL * ------ ---------------------------- --- - --- -     438   AmNrxI_ B10            --------------------------- ----------- - --------- - ------------   AmNrxI_B9             ----- --------------------------- ------- - -------- - ---------- --  
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[image: image3.emf]                                                                         10 /11                           11/12   AmNrxI _A           SGAAGAAAWGKMDFHCREPRSSDPITFTTRDPHL * --------- ---------------- VL 516   AmNrxI_A2          SGAAGAAAWGKMDFHCREPRSSDPITFTTRDPHL * --------- --------------- - VL 483   AmNrxI_B             SGAAGAAAWGKMDFHCREPRSSDPITFTTRDSHL * --- ---- --------------- --- VL 505   AmNrxI_B2            SGAAGAAAWGKMDFHCREPRSSNPITFTTRDSHL * -- --------------- -------- VL 485   AmNrxI_B4            SGAAGAAAWGKMDFHCREPRSSDPITFTTRDSHL * --------------- --------- - VL 485   AmNrxI_B5            SGAAGAAAWGKMDFHCREPRSSDPITFTTRDSHL * ------- ------- -------- -- - AL  485   AmNrxI_B6            SGAAGAAAWGKMDFHCREPRSSDPITFTTRDSHL * -------------- ---------- - VL  496   AmNrxI_B3            SGAAGAAAWGKMDFHCREPRSSDPITFT TRDSHL * - --------------- --------- VL 496   AmNrxI_B7            SGAAGAAAWGKMDFHCREPRSSDPITFTTRDSHL * SAATISAGR LH GTVVSFTSPESHL * --  518   AmNrxI_B8            ---- ---------- ------------------------------------------- - ----   AmNrxI_ B10            ---------- ---------- ------------------------------------- - ----   AmNrxI_B9            ---------- ---------- ------------------------------------- - ----                                                      AmNrxI _A           -------------------------------------- PPWRAAKSGSISFKIRTNEPNGLI  540   AmNrxI_A2          -------------------------------------- PPWRAAKSGSISFKIRTNEPNGLI 507   AmNrxI_B              -------------------- ------------------ PPWRAAKSGSISFKIRTNEPNGLI  529   AmNrxI_B2              -------------------------------------- PPWRAAKSGSISFKIRTNEPNGLI 509   AmNrxI_B4             -------------------------------------- PPWRAAKSGSISFKIRTNEPNGLI 509   AmNrxI_B5             ------------------------ -------------- PPWRAAKSGSISFKIRTNEPNGLI 509   AmNrxI_B6             -------------------------------------- PPWRAAKSGSISFKIRTNEPNGLI 520   AmNrxI_B3             -------------------------------------- PPWRAAKSGSISFK IRTNEPNGLI 520   AmNrxI_B7             ---------- ---------- -------- ----------------------------- ----   AmNrxI_B8             ---------- ---------- ------------------------------------- ----   AmNrxI_ B10             ---------- ---------- ------------------------------------- ----   AmNrxI_B9             ---------- ---------- --------------------------- ---------- - ---                                            12/13   AmNrxI _A           MYSRSGAHTS * KISSHSKSLEVIISTYRSRKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    600   AmNrxI_A2          MYSRSGAHTS * KISSHSKSLEVIISTYRSRKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    567   AmNrxI_B              MYSRSGAHTS * KIC SHSKSLEVIISTYRSRKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    589   AmNrxI_B2             MYSRSGAHTS * KICSHSKSLEVIISTYRSRKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    569   AmNrxI_B4             MYSRSGAHTR * QICSHSKSLEVIISTYRSSKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    569   AmNrxI_B5             MYSRSGAHTK * QISSHSK SLEVIISTYRSRKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    569   AmNrxI_B6             MYSRSGAHTS * KISSHSKSLEVIISTYRSRKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    580   AmNrxI_B3             MYSRSGAHTS * KISSHSKSLEVIISTYRSRKRTCKVKSSKQRIDNGIWHDVALRRVERDGR    580   AmNrxI_B7             ---------------------- --------------------------------------   AmNrxI_B8             ------------------------------------------------------------   AmNrxI_ B10            ------------------------------------------------------------   AmNrxI_B9             -------------------------------------------- ----------------                                                                                                                                      13/14   AmNrxI _A           VTVDDSIVEFRTP * GDSTQLDLDGLLHIGGVGAPFAPLTVPPVLWTGALRQGYVGCIRDLV    660   AmNrxI_A2          VTVDDSI VEFRTP * GDSTQLDLDGLLHIGGVGAPFAPLTVPPVLWTGALRQGYVGCIRDLV    627   AmNrxI_B              VTVDDSIVEFRTP * GDSTQLDLDGLLYIGGVGAPFAPLTVPPVLWTGALRQGYVGCIRDLV    649   AmNrxI_B2             VTVDDSIVEFRTP * GDSTQLDLDGLLYIGGVGAPFAPLTVPPVLWTGALRQGYVGCIRDLV    629   AmNrxI_B4             VTVDDSIVEFR TP * GDSTQLDLDGLLYIGGVGAPFAPLTVPPVLWTGALRQGYVGCIRDLV    629   AmNrxI_B5             VTVDDSIVEFRTP * GDSTQLDLDGLLYIGGVGAPFAPFTVPPVLWTGALRQGYVGCIRDLV    629   AmNrxI_B6             VTVDDSIVEFRTP * GDSTQLDLDGLLYIGGVGAPFAPFTVPPVLWTGALRQGYVGCIRDLV    640   AmNrxI_B3             VTVDDSIVEFRTP * G DSTQLDLDGLLYIGGVGAPFAPFTVPPVLWTGALRQGYVGCIRDLV    640   AmNrxI_B7             ------------- - --------------- --- - ----------------------------     AmNrxI_B8             -------------- - ----------------------------------------------   AmNrxI_ B10             -------------- - ------------- ---------------------------------   AmNrxI_B9             -------------- - ----------------------------------------------  
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[image: image4.emf]                                                                          14/15   AmNrxI _A           INGQQID IAGYAQQQDS * GAVKPACHFQQSHCPSQPCMHGSHCIEGWNRFRCDCTDTQYTG    720   AmNrxI_A2          INGQQIDIAGYAQQQDS * GAVKPACHFQQSHCPSQPCMHGSHCIEGWNRFRCDCTDTQYTG    687   AmNrxI_B             INGQQIDIAGYAQQQDS * GAVKPACHFQQSHCPSQPCMHGSHCIEGWNRFHCDCTGTQYTG    709   AmNrxI_B2             INGHTIDIAGY AQQQDS * GAVKPACHFQQSQLSSQPCMHGSHCIEGWNRFHCDCTGTQYTG    689   AmNrxI_B4             INGQQIDIAGYAQQQDS * GAVKPACHFQQSHCPSQPCMHGSHCIEGWNRFHCDCTGTQYTG    689   AmNrxI_B5             INGQQIDIAGYAQQQDS * GAVKPACHFQQSHCPSQPCMHGSHCIEGWNRFHCDCTGTQYTG    689   AmNrxI_B6             INGQQIDIAGYAQQQ DS * GAVKPACHFQQSHCPSQPCMHGSHCIEGWNRFHCDCTGTQYTG    700   AmNrxI_B3             INGQQIDIAGYAQQQDS * GAVKPACHFQQSHCPSQPCMHGSHCIEGWNRFHCDCTGTQYTG    700   AmNrxI_B7             -------------------- - ----------------------------------------   AmNrxI_B8             -------------------- - --- -------------------------------------   AmNrxI_ B10             -------------------- - ----------------------------------------   AmNrxI_B9             -------------------- - ----------------------------------------                                                                                                                    15/16   AmNrxI _A           PTCGK * DASTLHLNGTQQMTALMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSDRLQL    780   AmNrxI_A2          PTCGK * DASTLHLNGTQQMTALMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSDRLQL    747   AmNrxI_B              PTCGK * DASTLHLNGTQ QMTALMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSDRLQL    769   AmNrxI_B2             PTCGK * DASTLHLNGTQQMTALMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSDRLQL    749   AmNrxI_B4             PTCGK * DASTLHLNGTQQMTALMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSGRLQL    749   AmNrxI_B5             PTCGK * DASTLHLNGTQQMTA LMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSDRLQL    749   AmNrxI_B6             PTCGK * DASTLHLNGTQQMTALMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSDRLQL    760   AmNrxI_B3             PTCGK * DASTLHLNGTQQMTALMPEDSKTQTEEIVVRFKTTRPRGLLLATSLENSSDRLQL    760   AmNrxI_B7             ------------------------- - -----------------------------------   AmNrxI_B8             -------------------------- - ----------------------------------   AmNrxI_ B10            --------------------------- - ---------------------------------   AmNrxI_B9             ---------------------------- - --------------- -----------------                                                                                                                                         16/17                                      17/18   AmNrxI _A           YLEEGKAKMLIHIGDKEK * TLVAGQGLNDDMWHTLRFSRRASSL KFQIDDEAAVR * AETQLG 840   AmNrxI_A2          YLEEGKAKMLIHIGDKEK * TLVAGQGLNDDMWHTLRFSRRASSLKFQIDDEAAVR * AETQLG 807   AmNrxI_B              YLEEGKAKMLIHIGDKEK * TLVAGQGLNDDMWHTLRFSRRASSLKFQIDDEAAVR * AETQLG 829   AmNrxI_B2             YLEEGKAKMLIHIGDKEK * TLVAGQGLNDDMWHTLRFSRRASSLKFQI DDEAAVR * AETQLG 809   AmNrxI_B4             YLEEGKAKMLIHIGDKEK * TLVAG ------------------------------- --- - ---  772   AmNrxI_B5             YLEEGKAKMLIHIGDKEK * TLVAGQGLNDDMWHTLRFSRRASSLKFQIDDEAAVR * AETQLG 809   AmNrxI_B6             YLEEGKAKMLIHIGDKEK * TLVAGQGLNDDMWHTLRFSRRASSLKFQIDDEA AVR * AETQLG 820   AmNrxI_B3             YLEEGKAKMLIHIGDKEK * TLVAGQGLNDDMWHTLRFSRRASSLKFQIDDEAAVR * AETQLG 820   AmNrxI_B7             ---------------------------------------------------------- -- --   AmNrxI_B8             -------------------------------------------------------- -- ----   AmNrxI_ B10             ------------------------------------------------------- --- ----   AmNrxI_B9             ------------------------------------------------------ -- ------                                                                                         AmNrx I _A            KQSILEFRTLHVGGYLHAGEEIPHFVGQLQQIWFNGYPYLEIARSSGNHQASHQGVTPII     900   AmNrxI_A2          KQSILEFRTLHVGGYLHAGEEIPHFVGQLQQIWFNGYPYLEIARSSGNHQASHQGVTPII     867   AmNrxI_B              KQSILEFRTLHVGGYLHAGEEIPHFVGQLQQIWFNGYPYLEIARSSGNHQASHQGVTPII     889   AmNrxI_B2             KQSILEFRTLHVGGYLHAGEEIPHFVGQLQQIWFNGYPYLEIARSSGNHQASHQGVTPII     869   AmNrxI_B4             ------------------------------------------------------------   AmNrxI_B5             KQS ILEFRTLHVGGYLHAGEEIPHFVGQLQQI W * ----- ---------------------     843   AmNrxI_B6             KQ SILEFRTLHVGGYLHAGEEIPHFVGQLQQI W * ------ --------------------      854   AmNrxI_B3             KQSILEFRTLH VGGYLHAGEEIPHFVGQLQQIWFNGYPYL --------------------      860   AmNrxI_B7             ------------------------------------------------------------   AmNrxI_B8             ------------ ------------------------------------------------   AmNrxI_ B10             ------------------------------------------------------------   AmNrxI_B9             ------------------------------------------------------------    

EGF Domain (2 )  

LamG (4)  

8  

9   10  

3  


[image: image5.emf]                                                                                                                                                      18/19   AmNrxI _A           RVTGKFGKRNHPVHHPVTFTSKHTFVGLPVLKAYVETNIYFQ * FKTREANGLILYNAGRER    960   AmNrxI_A2          RVTGKFGKRNHPVHHPVTFTSKHTFVGLPVLKAYVETNIYFQ * FKTREAN GLILYNAGRER    927   AmNrxI_B              RVTGKFGKRNHPVHHPVTFTSKHTFVGLPVLKAYVETNIYFQ * FKTREANGLILYNAGRER    949   AmNrxI_B2             RVTGKFGKRNHPVHHPVTFTSKHTFVGLPVLKAYVETNIYFQ * FKTREANGLILYNAGRER    929   AmNrxI_B4             ------------------------------------------------------ ------   AmNrxI_B5             ------------------------------------------------------------   AmNrxI_B6             ------------------------------------------------------------   AmNrxI_B3             ------------------------------------------------------------   AmNrxI_B7              ------------------------------------------------------------   AmNrxI_B8             ------------------------------------------------------------   AmNrxI_ B10            ------------------------------------------------------------   AmNrxI_B9             -------------------- ----------------------------------------                                                                                         AmNrxI _A           DFIAVELVNGHIHYVFDLGDGPVRIRDTSRSKLNDGKWHAVSIGRPAPKRHTLAVDDHVT     1020   AmNrxI_A2          DFIAVELVNGHIHYVFDLGDGPVRIRDTSRS KLNDGKWHAVSIGRPAPKRHTLAVDDHVT     987   AmNrxI_B              DSIAVELVNGHIHYVFDLGDGPVRIRDTSRSKLNDGKWHAVSIGRPAPKRHTLAVDDHVT     1009   AmNrxI_B2             DFIAVELVNGHIHYVFDLGDGPVRIRDTSRSKLNDGKWHAVSIGRPAPKRHTLAVDDHVT     989   AmNrxI_B4             ---------------------------------- --------------------------   AmNrxI_B5             ------------------------------------------------------------   AmNrxI_B6             ------------------------------------------------------------   AmNrxI_B3             -------------------------------------------------------- ----   AmNrxI_B7             ------------------------------------------------------------   AmNrxI_B8             ------------------------------------------------------------   AmNrxI_ B10          ------------------------------------------------------------   AmNrxI_B9             ------------------------------------------------------------                                                                                                                                       19/20   AmNrxI _A           AVNSQGSTRSDLDEFCFI * GGVEKSQYGQLPKQILSKHGFEGCLASLDLS GESTNLISDAV 1080   AmNrxI_A2          AVNSQGSTRSDLDEFCFI * GGVEKSQYGQLPKQILSKHGFEGCLASLDLSGESTNLISDAV 1047   AmNrxI_B              AVNSQGSTRSDLDEFCFI * GGVEKSQYGQLPKQILSKHGFEGCLASLDLSGESTNLISDAV 1069   AmNrxI_B2             AVNSQGSTRSDLDEFCFI * GGVEKSQYGQLPKQILSKHGFEGCLASLDLSGEST NLISDAV 1049   AmNrxI_B4             ----------------------------------------------- - -------------   AmNrxI_B5             ----------------------------------------------- - -------------   AmNrxI_B6             ----------------------------------------------- - -------------   AmNrxI _B3             ----------------------------------------------- - -------------   AmNrxI_B7             ------------------------------------------------ - ------------   AmNrxI_B8             ------------------------------------------------- - -----------   AmNrxI_ B10          -------- ------------------------------------------ - ----------   AmNrxI_B9             --------------------------------------------------- - ---------                                                                                                                                                                20/21   AmNrxI _A           VPSSLVESGCDMYANLHPGKKCTHDVCSNHGTCVQQWNSYTCDCDTTSFTGPTCNE * EAAA 1140   AmNrxI_A2          VPSSLVESGCDMYANLHPGKKCTHDVCSNHGTCVQQWNSYTCDCDTTSFTGPTCNE * EAAA 1107   AmNrxI_B              VPSSLVESGCDMYANLHPGKKCTHDVCSNHGTC VQQWNSYTCDCDMTSFTGPTCNE * EAAA 1129   AmNrxI_B2             VPSSLVESGCDMYANLHPGKKCTHDVCSNHGTCVQQWNSYTCDCDMTSFTGPTCNE * EAAA 1109   AmNrxI_B4             ----------------------------------------------------- - -------   AmNrxI_B5             ------------------------------------------ ------------ - ------   AmNrxI_B6             ------------------------------------------------------- - -----   AmNrxI_B3             -------------------------------------------------------- - ----   AmNrxI_B7             --------------------------------------------------------- - ---   AmNrxI_B8             ---------------------------------------------------------- - --   AmNrxI_ B10            ----------------------------------------------------------- - -   AmNrxI_B9             ------------------------------------------------------------ -  
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Figure S5: Multiple Alignment of honeybee alternate neurexin I isoforms. The honeybee alternatively spliced neurexin I amino acid sequences were aligned using the ClustalW algorithm. The sequences were RT-PCR amplified, cloned, sequence-confirmed and translated using via the EXPASY tool. Intron/exon splice sites were deciphered by Beebase BLAST analysis against genomic DNA. The intron/exon splice junctions are highlighted with red stars and labelled with two numbers above the amino acid sequence, specifying the neighbouring exons (e.g. 1/2 marks the splice junction between exon 1 and exon 2). The twelve sites of alternative splicing found throughout the honeybee neurexin I are numbered and indicated above the amino acid sequences with purple pointers –some of these coincide with intron/exon splice junctions whilst others exist within exons. The five characterised sites of alternative splicing in the human neurexins, are numbered and indicated from below the amino acid sequences with blue pointers [89]. The third site of alternative splicing in the honeybee coincides with the first site of alternative splicing in humans. The two alternate bee neurexin I stop codons are highlighted by a circled 1 and 2 above asterisks in the amino acid sequences. Structural features are depicted above the amino acid sequences, except the trans-membrane domain and the potential PDZ domain of AmNrxI_B9 -which are shown below. The Laminin G-like (or LNS) and EGF domains were obtained using PROSITE. AmNrxI_A and AmNrxI_A2 PDZ domain derived from Rissone et al. [109]. PDZ domain of AmNrxI_B variants deciphered from Jeleń et al. [71] for AmNrxI_B variants. Details about the signal peptide and of the trans-membrane domain of AmNrxI_A and AmNrxI_A2 were taken from Missler et al. [89]. The trans-membrane domain of AmNrxI_B9 was obtained using SMART analysis. Potential sites of O-glycosylation highlighted with grey shading. Calcium binding sites, confirmed through homology modelling also, shaded in green, namely M145, V236, D137 and N238. Abbreviations- LamG: Laminin G-like Domain; EGF: Epidermal Growth Factor motif; PDZ: PDZ (Postsynaptic density 95/Discs large/Zona occludens 1) binding motif; Am: Apis mellifera












