Supplmental figures and tables

121
1)
241

721
241
il
231
%1
121
1081
61
120
101
1x21
1
sl
181
1561
B2l
1681
El
1801
w0l
1921
64l
2041
)
2161
721

761
2401

2521

1001
M2
1041
a2
1081

ATGTGGTCANTGAAA TGTCAGOCAAGANGGOC TUCATTTAG T GTTTTAGTGATCTTGTTIGGATTATTCAMCTTCAGGAALTG TCAAGAAA TCAMA TG TGOCATCUTGOCATTCCC TG
MY SNECQPRRPPFSYLVILFGLFNFRNCQEIKCGUPATLPL
AMCOCCAGCGTCTOOCTRAGCTE T COGGACTORCTCOLGRAACOG TLGCUAMA TACCAG TGUGA TGAGGGATATOAGM GTTTIGG TAACACGGAAC TTCRTUTTORCL GO THGAANN
NARYSLSSPGLAPGYVYAELYQCPHDEGYETFOGNTETSCSPFAGNK
TAATOGGOAGTIGECGTTTYGTGLEM TAACATOGETT M ITCAACCCLOCANCCAN FEAACCACCG T TCOCHGEGGEAGCGECE TRAM GOCAACGATGUUG AMAAAMGAALCGAN
Y I GELPEPFCHTXTAYRKEPANGSTTVEREGGSANLNANDGENKSTE
CACGALGGAAMACTC THCTCCBAGALDE AAMAAGH UAG COE TOOTUHCACGTOGACCTCUTCCABCCC T ACCLUG THAMGG TG TCCGHOTOA CACCAGGG G TEETGORGCCAL
HDoKRCSETOQKEASPRENNUYDLLOAPFPYPVEYVRYTTRGECCGN
CAGCOCCTOCAGGACCTCOAGA TCU TG TCRGAMCABEAGEAC TGADE THCAGELEAAC LT TETC RO TOG TTTOCORGAACAA TAGA GAMGGCG TAMCGAAGA A TTCACC T T
QP LAQDLEILREVYGNSSTDLORENPPLCAVYEPGTIDEGVIETFTC
CUACGAGTTTTANCAMAACAATACH TTTTCCTGCAA TEG THOGA TOGAA GGG TUGT TG TOGUTC THOGAAGTGRAGG TTTTCAUAM GGACGAGT T TTCCLTGRATCGUTOCGUO0CG
AR Y LT GQYYFLOLYGYEGSLSLCEYEYFTTOEFSYDNIEA]D
ANAGGEGCTO TEAGGACS TCCAG T TG TCCTTTGEOOGEACTTGCTACGAG TTOGGETTAGCCGOGG ARG TOO T TOCAGEAMGC COGEANTTACTGCAGGAGCCA TAM GGGGAC
[R ¢ AP EDY QLASFARTCYEFGYSRGGSFOQEARNYCRSHKNGD
CTT AT ATOAG AT TG CAM GACG TTTC TTTATGOGGAAL TOGAGAGGOAM CCGATEC TRAAGACAC A CTGG T TTRRATCOETGECCAAAA MG AGECAGGAATCALT
L VEHGWYWS A AANTTFLYAELEHRREPFNLAEKTGOQLVW®IGAQEKETPGI
TOGAGDG TCTGRAAM GGG TTAATGEOGALT TGGTCCAGOG T CUAGCGTOECGAAAMGACCAACUAAACAA T TATAACGG TEAMCAAMACTGE G TAG TOC TUGACG U TGRACGLGOGTGG
[S R Y ¥ K ¥ YN 6¢DL VY QRIPFAYGKEKDOQPNXNNKNKYNGEQNCVY VLDGGRGE GW
TTATGGAATCATGTAGGTTGCAATC TOGACT A TCTACCATGHATC TG TCAACAC TCTOCATCG TCATHOGGCAGTCCOGACAAAC AAATTAACACCACCATAAAMGGAAGCAA TTACAAC
[LERD VGO NLDYLPWLOCdHSPFSSCGESPDEKQLINTTIEGSNYN
GTOGECTELAGGATOGAATACCAN TCTCCAGAGECGCACA TG T TGO TOM T GAAGOGACCAGACTTTGOMGAAMAANGG TTTC TG TCGOGGAANGEGCCAACGTECAM T A TGTGAGC
VGSRIEYQCTPTEGHNNLY GEATRLCOCGEEGFVYS GKAPTCEYTYS
TOTGAGICTTTG OO TTEGAAC A TG TTOCGTGATTCTAAAGGA TAAACGGADGACATATGCGACACAGGC TCTTTACACC TG TCACGAAMATTACACTCTTATAGGGCACGAAATA
CEALPGLERGSYYLEDKRTTYGAQALYTCHENYTLIGHNET?!
CEOACTTGTOOGTUTAA TG ACT TEGA GAA TTCCACTOCTAAA TG T TETTCGACTGU TG TOCAGA TCCACC TAR TA TT AA TGLGAGGATTH TTAAAACL T COG GO UAMAGCTEA
ETCOGSNGTHNTXNSTPECLFEFDYNCEDPEYSINGGIYEKTSGERRAG
CACACCGUCGTTTATTCLTCCCAGTCTGAGTTTATCTTG T TTRGGCANGGCGTGET TTCRTGORANC THCAGECCAG TGO TOORGCAAGCCCLC TULTCOAM T TG TRGAC TG TG
PTAYYSCQSGFITLEGGRGYLSCELGGQOQNSGKRKAPSCKFPYDCG
GOCCCTCCAMATATCGACAATGOCCGGTACGACC O TCAATUGTACCACAACCG TOUAMG TTTGA TOGAATACAGCTGTGOCCA TGACTACTUOC TOGAABGGC AAAMAGTGCAAAAA
APPXTIDNGRYDLLENGTTTYESLYEYSCGHRDYVLEGQERVQE
TAACAMG AL CECAAN TGO TCAG OB ADC TEATG TG TEA TAMG TOGAGGAALDCGALG TTOC THCAGGAAG TTACK TEGTTGRG TACGATT T TAACG TACATTCCTCL
CTREGEWNSADAFSCELILTCEEPMPDVPAGCSYVVGEGYDFNYNSS
ATTEAGTACCACTROGAR TERGACA TG TG T TGORAGGELAACDCATCCATACG TG T ACCAMGGANGCELAL TG TCTGOTACCACTCLAACTTRTGAATTCGTTRATIG TGO TAARGTA
LEYNCEVENVLEGEPINYCTKEGDY SCTYTTPTCEFRYDCGKY
COGACCATOCTGTACGEYACTOTTAATTATAT TANTGATACTACGTACC TTRACAGTCANA T TEAGT AT TCGTGTRCTAMGAA T TACAGCC T TAATGECGTTTCARGLMIOGCTETTTG
PITANLYGTYNYINDTYTY LD SUEILEYSCAKNYRLNGVYVSRERRCCL
GAAACAAGCAGTOGAGCARTACTCCACCAAAG TETGANGAA TAAGA TG TOCTGAGCC AN TTTTGGUGAACA TAGCATACT TTCAGTCACTGRGAACGATOGUATG TACTG TCGTACT
ENKQVSNTPPKCEEIRCPEP I EAEHSITLSVYTGXDRMNYGRT
CTTATCAGGACAGC TGAATCCTOC TCAMC TACTTACAAAA TCGAGCCATAGTCAAA TACAGG TETGAAMGAGGL TACAAAGT TG AR CGAGCCT TTGAGCACTTETGAAGATACGAA: T
LINTAESSSTTYKIGAIYEKEYRCERGYKVYGEPLSTCEDT TG
CAGTOGAMTRGOGATGTTOCTCAATCOG TCT T TG TGATTG TGLTAACCCGCAAMATATCCAAACGG TAAAGT TACCTTAACCTCGAACGEAACG TACTATROMCACTRCCCTC TAC
QVSGRPYPQLVFYDCGEGNPENTIQEGNGKEYTLTSNATYYGALALY
TOCTGCGACAAAAACTTORAACTGGATGGAGT TTCACGOOGATTGTGTCTTGAAAATGG TACCTEGAGCTCCOACGCTCCANCA TG TCOCGRAATCCAGTGCAAMAM CORACAGGTTT
SCHENTFELDGYSRELCLENGTYS SDAPTCRGIQCEKEPDRT
GACOCAATOACGGTCAMG TTAGTACTTACAG TG TTGACOGALT TG TTGCCTATTCATG TOCCCOTOHGEACACCA TOLAGCEOAN TOCAAC TAGAG TETGLTTGCTGAALGGGETTTOG
DENTYKVSTYSYSGYYAYSCPRGHETYUYQRGNATRYCLLEGYN
AL GLACGGOOCACT TR ACCGOGG TCGA TTGTAAAC A LC TR TACTATCRAAMA TG CCAGTEAT TG TGATCAATEG TACUACCTATANTGO A GATTEAG TACCATIGTGTC
SGRAPTCYAVDCKUIUPGTI1IENGEYIY WNGTTYNAATLTEYNCYVY
CCANATTTCOAAAGAG TOACOGTATTTGCGAAAR TR TATGRAGAA TGOGGAA TGETCRG TRAGG TACCACGATOTGAGGAGA T TACCOOGAM CACAGGANC O TCGAGTC TG
PNFERYUPYLRKECUENGEVSOCEYPPRCEEILTGEPQEPSSILG
ACCAATATTOGAAT TORCOCCOGAG TOO TCGTCTTTTTCCTAATTCTCT TATTAGTAATTTATCTTAAA TTHCG TAAGCC AN TCOCAG TORAMGAACACCGAG ARG TORAAGGCOCCGAG
TN GTLGEAGY VYELLLLLLY I YLELREEPITIPYXNTENY EGAL
COUAMGANGACCGAACGOCGEAG TCATOAGE TACGECAC TETCAGTGACCGAAMOG TCACTTGUCACCAMTATCTACGAAAACAT TCACGATGAAMACATGTACGATROCCOCTAT
RKEDRNAAYNSYATLSDRNGULPEPPFPNLYENTODESNYDAPY
GAGGAGACAAGTCOOGACAGTOOC ACT TACGAGOCCGANCCCATTTCGTGOAMGAA TOGAMATATGA TTACCATAM TGGOGT TTCAGTAAGATOA

EETSEDSGTYEPEPISKENGNUYTINGYSVRS

Figure S1. The nucleotide sequence and deduced amino acid sequence of TcCTL15. The amino
acids and nucleotides were numbered at left. The black open box indicated the carbohydrate
recognition domains (CRD) predicted by SMART and the highlight in yellow indicated the motifs
with putative carbohydrate binding specificity.
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Figure S2. Multiple sequence alignment of TcCTL15 with homologues from other model insects.
Dm: Drosophila melanogaster, Zn: Zootermopsis nevadensis, N1: Nilaparvata lugens, Am: Apis mellifera,
Bm Bombyx mori, Agl: Anoplophora glabripennis and Tc: Tribolium castaneum. Amino acids involved
carbohydrate recognition domains (CRDs) in sugar recognition were boxed with black. The WND
motif was frammed in red. Conserved cysteine is denoted by black asterisks. Highly similar amino
acids were shaded in black background.



Table S1 Oligonucleotide primers used in the current study.

Name Purpose Sequence (5’-3")
TcCTL15-F Clone atgggtcgeggatecgaattc TGCGCCCCGAGGGGGGCC
TcCTL15-R gtggtggteoteotectcgagTTGACAGATCCATGGTAGATAGTCG
ds-TcCTL15-F taatacgactcactataggg AGTGCGATGAGGGATATGAGAC
ds-TcCTL15-R RNAI taatacgactcactataggg GTTAAAACTCGTGCACAGGTGA
ds-TcVer-F taatacgactcactatagggGTCTTGGTGGACCAAG
ds-TcVer-R taatacgactcactataggg CCGCCATTTCGTGATC
TcRPS3-qF TCAAATTGATCGGAGGTTTG
TcRPS3-qR GTCCCACGGCAACATAATCT
TcCTL15-qF AAGCCGATGCTGAAGACACA
TcCTL15-qR AATTTGTTTGTCGGGACTGCC
Dif1-qF GCCCGATGAGAGCATCAACAT
Dif1-gR CTTGTTGGGGTTGTTGTTGGAT
Dif2-qF CAAGTCACGCAATGTCTCTAGA
Dif2-qR ATCGGTTCGAGTTCGATTTGGT
Rel-qF GAGCCTGTGCAGATTGATATG
Rel-qR CTGGGGCAACATCGGTAAACA
STAT-qF TTCGTACGTGAGGCAGTGTC
STAT-qR TTCGTCTCAAATCGTCGGCA
attl-qF GCCAACTGGGATACTCCCATA
attl-gR TACCATTCCTCCATAAATTCCCA
att2-qF TCGTAATTTTTGCACTCGCC
att2-qR TGGGGCATCTTTATTGACGAA
att3-qF TTTCCCAACTCTGGCGTCC
att3-qR TGCCATTGGGTCATTATTGAG
defl-qF CACAGCCTTTCCAGCAGATG
defl-qR CAAATAGAGACAATGAGCGGCA
def2-qF GCTACTCATTGTCGCTCTAGTT
def2-qR AAAGAGGCAATGGGTCGCAC
def3-qF TGTTTGCAATCACTGCTTACCC
def3-qR TGTTGCAATAGCCTCCACGTT
coll-gF qRT-PCR TTGCCAGCCGAAGAGTACAA
coll-gR GTCTTTCTCGGTGGAGTTCA
cecr2-qF TCCTGTAGTAAAAGACGGAGT
cecr2-qR CAGTATCCATAGTTGTGTACG
cecr3-qF TGTTCCCGTGGTTAAAAATGG
cecr3-qR ATACTGAATTGGGATTCCTCC
Vg-qF ATGAGTTGTTCTGAAGTTATGTA
Vg-qR AACTGGGCTGCGAGAGAGA
FOXO-qF TCAGACCTCGAGCTTCCTCA
FOXO-qR TGCAAGCTGATCGGGTGAAT
JHAMT-qF CATCTCGCCCTATCACCATTCG
JHAMT-qR CCGCTGAAACCGATTTTGACAA
FDH-qF TCCTGGTGAACAATGCTGGG
FDH-qR TTGTGGCAACACACAGGGAA
spook-qF ATGTTTCAGTTTCGTGGTTTTAGC
spook-gR TGTGATTACAGCCGCAATCTTAC
shadow-qF TAAGAGCCCGCAAATCCAG
shadow-qR CGTCACGCCCGCTTGTAT
shade-qF TACTTCGGCTTCCCCTTCTG
shade-qR GTGAATCCCCGCAGATATGAA
E74-qF CTACCTTCTCCAGCAGCACCAC
E74-qR AGTGGCCGCCTGGATCA
Ftz-F1-qF TAGACAAAACGCAAAGGAAAAGG
Ftz-F1-qR GTTTGTACATCGGACCGAATTT
Br-C-qF CACAACACTTCTGTCTGCGGTG

Br-C-qR CACAACACTTCTGTCTGCGGTG




CCAPR1-qF
CCAPRI1-qR
CCAPR2-qF
CCAPR2-qR
Rickets-qF
Rickets-gR

ATGACACTAGTTTCGCTCTC
TGAGTGGTGCTAAACTTTGG
TTCTACAAGACCGAGCAGTTCAC
CAAGCCACCGTTATCCTCCA
TTTACCGTGCCAGGACCTG
CAGAATCGCGTACAAGAACG




