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YVVPSAKLEAIYPKGLRVSIPD-DGFS-LFAFHGKLNEEM-DG-LEAGH---—-—-—-—-—————————— WARDITKPKEGRWT
FPIATPTVEAFQPKGFRVILKD-DGYS-FVGFRGNINVDFNNG-LNEGQ-—-—-—-—--=-—-——-——————— ITHKDITHAQKGYWI
YKIPTPTVELLE-TGFSVSIPDEEGVK-VVAFNVNRNRNF-TSFINEGQ---—--—-—-—————————— YNVRLTEPQNGRWT
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Pint AAM95970.1 FRD--RNVKLKLGD-———=——==—-——————————————— KIYFWIYVI----KDGLGYRQDNGEWTVTE--FVN
Slit ACI32819.1 YRN--REVKLNIGD--------—-—-—————————————— TLYYWLEVQ----KNGKGQFLTELAYTVTQ--FVN
dmel AAF49244.1 TNF--SSVPLRSQD-————————-—-—————————————— VLYLWTSVQ----HQKAVYQDLAQPLPVCN--LGG
dmel AAF49246.3 SK---QKMSLONND-—-——————-—-——————————————— KLQISMLVQ-—-—--FNEEIFEKSETRVIINTRLLTT
dmel AAF50349.1 FRD--RITALKPGD-—————=———-—-—————————————— TLYYWTYVI----YNGLGYREDDGSFVVNG--YSG
dmel CG30148 FRD--HKTKLNHGD-—-—-—-—-—-—-=-—-—-———-——————————— TLYFWTYVI----YNGLGYRQODEGAHVVTS--Y-—
Amel NP_001157186.1 YED--RSTRLKLGD-------—--——————————————- IIYYWIHVV----YNGLGYNLLDQKHVVNE--FYN
Spur XP_001176934.2 HEN--TEVDVKKGD---—--—=-———————————————— VVNYWVYVN----YYGPGYQLLEQSWTASE--APA
Cint XP_002126690.1 LQON--FNVAVVPGD----—-—--————————————————— EVNYWVNVI----TSTGGYLLTDQTWVAQG—---PT
Cgig BAG82629.1 HTNDLPAIQVHKGD------—--—-—-—————————————— TVYYWLHAQ----KGGTPSELLGQSAVIGD--LTT

Figure S3. Multiple alignments of D. v. virgifera GH16 family protein sequences. A. GH16 family
proteins identified from the D. v. virgifera transcriptome. B. The active site region sequences. GNBP
sequences are boxed. The catalytic nucleophile and proton donor residues are highlighted with magenta and
green, respectively (based on Viladot ef al. 1998, Biochemistry 34: 11332). C. The N-terminal conserved
domain sequences of GNBPs. Residue shown to be within hydrogen-binding distances and involved in
hydrophilic interaction with lamitrihexaoses on Plodia interpunctella and Bombyx mori proteins are
highlighted with yellow, and Arg's involved in binding of triplex B-glucan are highlighted in light blue
(based on Kanagawa et al., 2011, J Biol Chem 286: 19158).



