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1 ATACGATCTAATACGTCTCATTCTACTCCATCTAGTGCTAGCACCGGTATGAACACCGAG

61 GACATGGCCATTGCCACTATTGCCAGTGCCACAACAAAATAAACTAATAAAGTTGAAGTT
121 CCTTCCTAACACTGAGGAAAATAAACACTAAAGTTCCTAAATGTGGTAAAGTGGTGATGT
181 GTGATGTGATGATGATTGTGAACCTGTGCAGCCTCTGCTGACGAAAATCTGAAAGCACTG
241 AACCATTGTGAAACTCAAAATGATGAACGATCAAGAAAAGCTTCTCAAGTATCTTGTGTC
1 M MNDAGQQEZ KT LTLZEKYTL VS
301 TGTCGAGAAGTTGGCTGAAGAAATATTGTCTGATAACAAAGAAATCATACTCTTAGATAA
15 VE KL A E E I L S D | i
361 ACGAAGAAACCTGAATAGAGAAGCATTGCGAGATATTTCTAAATCTGGCCAATCCAAGTG
35 RRPNY LS NEERIEES S PE PR B ISR S G QRS R C
421 TTTAGTTACTGTGGGATCTGTACTTGTGAAACACGACATAGAAGCTACAAAGAGTCTGCT
55 BV v 6 s ¥ By K GH DT E AT K S B R
481 TGAGGCTGACCAGAAACAACTTAACATTGATATTAATAAGCTTCGGAGTGATCTTAAAGT
75 ERFASRDAROREKSEO SN DN NS NS KOSE R SARDANIEEES v
541 CAAAGTGAACAATTTGAGGGACTTAGAGATGCAGCCACCTGTTCCGGGGTTGATGTTAGC
95 K VN NLRDLEMQPUPVPGLMLA
601 ACCTCTGTCTGCTAAAGAAGCTATCGGACTTTCTAGAGCTGGGATGATGTAGTGTTTTTC
105 PLSAKZEATIGLS ST RAGMM=*

661 CTCTATAAATACTTATGAAGCATCAAATTTTATGCTTCCTTTTTGGTCCCTAGATTACAT
721 ACATTTATGATGAGCAAAAAAAAAAAAAAAAAAAAAAAAAAAAATTTTCCGT

Supplemental Figure S1. The amino acid sequence and nucleotide sequence of Px-pdrg in DBM. Numbers on the left of each row

represent amino acid or nucleotide position. The black-bolded sequence represents the beginning codon (ATG) and the ending codon

(AGT). The shaded area is a conservative structural domain.
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AGTCTCACGCAGAGTACATGGGGGAAACTGGATCACGGGCTTTCACTGCTCACAGCGGCC
TCAAACTTAGTTTCGACTTAACTTCGATCGACTCGAGTGTTTTATACGAATAACCGTCGG
TTTATTTCAAAAAATGCTGTGCTTAACTCGCCTTATGATGGATTGAGGTACTGAGTTTGT
GTTTTAAGTGGTTTTCAGTGTTCGATTCAGTGTTCAAGTTGACAGTTTATCTCATGGTGG
TCGTGGAGAGTGCTGGCTGAATCACGCTGGTCCTCATACCTCCGTGCTTTACAACATCCT
AAAGTGTAGGTACCTACTTGTGCAAAGTTTACATGTGAAGTGTTTGGTTTTGGAAAGTTA
TACGTAGACGTCCATACCCAGTGAGTGTGTTAATTGTTGTGATTCAGGAACATACGCAAA
GGATTGAGATTGACATAAAATTGGCTTCAAAACAACACAGGAGACCGGGAGCTCAGACAA
GAGCAATGGTATGAAGGAACCGGGATCTCCTGAGGAATTGCTGGGGGAAGGGGTGGAGCT
M KEPGS?PETEVLVLGEG GV EL
GACGCTGGGCGAGCTGCGCGCCATGGCGCTCCGGCAGCAGCAGCAGATCGACACGCAACA
T L 6GELRAMALI R QQQQTIDTQH
CCAGCTCCTGTGCGCTAAGGAACAGAGGCTACGGTACCTGAAGCAGCAGGAGGCACGGCA
Q L L CAKEA QRILTIRYULTZ KU QQEATR'Q
ACATCAGGTGGCGGTAGAGGGCGAGCGGCTGCGGCGGCTGCGCGAGCGCGTGGAGGCGCA
H B IV IEATY E G NE RN R R ET R EAFR YD IE AR
AGAGTTGAAGTTGCGCCGCATGGAGGAGCGCAAAGATATTGAAAATTACAAGGAACACAT
Bl B RS SR R S M0 R O BB R O D s N Y e (N
CCCTTTTCTGTTGCCAGCCAGCGACCTCGAGTCGATCCGCGCGCTGTTCAATGAGAAGGA
BARE PR RES R AT S RD I REAEE N S IR S S FR N N EN KR
GAAGGAGCTGTCGGTGGCGGTGGCCAAGGTGGAGGAGCTGACGAGACAGCTGGAGGAGCT
KRB LS VATV RAG RV BB ESI TR QS L B (B L
GCGCCGCGGCCGGEGCCAGCAGCGCGCCGCCGCCCGCGCACGAGCTTGACAAACTTAGGAG
EECEEEENcaeaa P P P A H EL DI KTULTRR R
GGAACTTATGTACCGCAACAAACTGAACGAGCAGCAGAACGGGCGGCTGTCTGCGCAGCG
E'LMYRNIKLNEZ QN GRILSAAQR
CGCGGCGCTGGGCGTGCGACAAGAGGAGATGCGGAATAAACAATATTTAAGCACTCATCT
AAL GV RQEEMPRNIEKA QYULSTHL
CATCGCGCATAGACAACAACCGCAACAGAGGACAAACAACCCAACGCCGATGCAACAGTT
I AHRQQPQQRTNNPTPMQAQL
GCCTAACTATCCAACCAGTGGAAGCAATGGAATAAGCAGTCAACCAAAGAAGCAACAAAC
P NYPTZ SGSNGTISSAQPI KZ KU QAQT
GCGGGGAAATATCGCCGCTGTCGAGCATTATAACCACGTGCGCCACGCTCAGAGCATCAG
R G NI AAVEHYNHVRHAQQSTIS
CCATAACCAGAATTTCCAGGCGTTAAAGCAGAACGTAATACAAAATAACGTGCCATTGAA
HNQNTFQALI KA QNVIQNNVPLK
ACAGCTAACACAACCGGACAATATTCAAAGCCATTTAACACAACAAGAAGCGCATTATCT
Q L TQPDNTQSHTLT G QQEAHYL
ACAACAGAAACAAATGATAAACCCACTGTATAACGGTGGCTACAACAACTTACCTCCGGG
Q Q K QMINPLYNGGYNNTLPPG
AATTCAGGACAGCCAGTATCAAGGGCAATATCCAAACAAACATGCAGATATCAACTCCTT
I Q9 DS QY Q GQYPNIKUHADTINSF
TAGTCACGTTCAACAGGGAATCAGCAATGCATACGACCAGAAAGCCATGTTTGAACATAT
S HVQQGI SNAYDAQIKAMTFEHI
AAATAAGTATCCTGATTATCCGAAACAACCACAATACAGCCCTAACAGTACAAGTAGTTG
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NKYPDYPKQPQYSPNSGSTS SSC
TAACAGTAACCAAAATGGAAAGGAACTTAAAATAAATGAACAAGAGTTCTTACCTGAATT
NS NQNGKETLI KTINEZ QQETFTLUPETF
TGCGGCCAGCAAATCGGACCCGAAGTATCAGACGTTGCCATATAACACTAAGTTCCCACA
AAAS KSDPIKYQTILPYNTIKTFPAQ
AAATGCTACAGGTAAAATAAAACAAGATGATAATAGTAAAAACAGTAATGAGTTGAGTCA
NATGIE KT KQDUDNSI KNSNETLS Q
AGAGAGCAAAAACCAGAATCAGAATGCAGCCAACATAAATCACATGACGGTGCATTCTAC
ESKNQN QNAANTINUHMTUVHS ST
GCCCCTGTCCGTGGTGAACAAGAGTCTAGCCACACCTCTAAGTCAAACAGAAGCAACATA
P LSV VNI KS SLATUPILSQTEATY
TCAACAGGACCAGAACACATATCAATTGCAGAAATCTGACTCTTCAAGTAGATGTAACCA
Q Q DQNTYQLQKSDSSSRICNA Q
AGAGGGTAAAGAGAATCAAGCATATCCACAAAACAATAGGCTAAGTCAGAGTAACAGTAC
EGKENQAYPQNNRILS S QSNS> ST
AGAAGGATCCAAGAGCAATGGCACAAAGAGCCAACAGGGTAGCACAATACTGAAAGGCAG
EGSKSNGTIKSQQGSTTITLZEKGS
TTCACCGAGTCTCGCTCAAACGGGCAGCAGTAGCTCTTTAAGATTTGGAAAGCCCGTGTC
S PSLAQTSGSSSSLIRFSGIEKTPVS
GAGTGTGGCACCCACTACGGTGCAGGTGTCCAGCGGCCTCCGGTGCAGTTCCAGCGGTCG
S VAPTTUVQVSSGLIRZCSSS GR
ACCGTCACCCATTTACCAGACATCCTCCACCAAAATCCAACCTGTCCAACCACAAACTGT
PSP ITYQTSSTIKTIQPVQPQTV
TCAAACATCTGTACAAAACTCATCTAATATCATAAACCCAGTAGCGAGTAACCCGGTTGT
Q TSVQNSSNTITINPVASNPUVY
CTCCCAACCCCAGATTGTTAGGAACACAGCCTCGGGACTGTCTTCGAGTGCTTCAGCTTT
S QP QI VRNTASGLSSSASATF
CGGTCAGAATGCGTCGTCTCAGAGTATCTTGCTGTCTCCTCCGCAAAGTGCCAGTACCCC
G QNASSQSILLSPPQSAST?P
CTTGTCTACCTGTGCAACGCCTGATGTTAGTGGCACTGACAAGTCCCCCAAGCCCGCACT
LSTOCATZ®PDVSGTDI KT SU?PIKUPAL
ACCTCCTAAGCCGACAATCAAGACGCCGCCGCGACAATCAGCCAACAATGACACCAATTT
pPKPTTITIKT®PPRQSANNIDTNF
CCAGGCTAAGGACCAGGACACAGCGCTACCCACGCTTCCCATACCAGACAACTCATCCAA
Q AKDQDTALZPTLPTIPDNSSN
CGACAGCGACAACCCATCCCGGGACACCAACAACGAAATGATCATCAAAGCGAGGCCGCT
DS DNPSRDTNNEMMTITIZKATRPL
CACCATACGAAAACCCCCCCTAAGCGAACAGCCCAAACTAAGAAACATGAATACCACCAA
T TR KPPLSEQPIKTLI RNMNTT K
AAACGGTATCAGTGTAAGCATCAACAGACGCATCGAAATGCCTCCAGCGTTCTTATTCCC
NGIT SVSINRRTIEMPPATFTLTFP
TGAAATGGACCACCTAACGAGGGAGGCGCCTAGCGAGAACGGCCTAATTCAGAAGAGGGA
EMDHLTREAPSENGTLTIQIKTRD
CGAAGTAGATAAGGCTTTAAATAATAATGTAGATGTAATTTCTAATGAGAAGATGGAGGA
EVDEKALNNNVDVISNETZKMEE



2941 GGGCAAGGAAGTGTCGACCTTAGTGTCTGATGTGACGGAACAGATTAGTTCTGTGGATCT

818 G K EV S TUL YV S DV T E i
3001 AAACGGTCAAGATGGTCAGTTGGGTGACAATGTTCTCAGGCGGTCTAAGAAAGGCAATCT
838 NOEG 1R PRGN QRO NG MDA ENT By SIESR R TS R TK NG N E
3061 GAAGCAAGGCGGGAAGGCGCCTCTTACTAGAAGAGTCAGCTTTGATCCCCTGGCGTTGCT
858 KRQRG NG RS B S R RO PRV S R B FR R RAN
3121 TCTTGATGCGAGTTTAGAAGGAGAGTTGGAGCTTGTCAAGAAAACTGCTACTCAGGTCCA
878 B DA AT s R E G P S e NE VKR A P Qi
3181 AAACGCCAGCGCAGCCAATGATGAAGGAATCACAGCTCTACACAACGCCATCTGCGCCGG
898 NA s A A N DB G|IT T A LEH NIAT G| A G
3241 ACACTTTGAGATCGTCAAGTTCCTAGTGGAGCTGGGGTGCGACGTGAACGCGCAGGACTC
918 HIUBE B VK B EEOV BETE 6 ¢ D NN A QDS
3301 GGACGGCTGGACGCCGCTGCACTGCGCCGCGTCCTGCAACAACCTGCCCATCGTGCGCTT
938 DAG W R ESHA NG A FAT S G NP E R NI VAR B
3361 CCTCGTCGAGCACGGAGCGTGTATATTCGCGACGACGCTGTCGGACCACGAGACGGCGGC
958 B RV R ER NG RA S PN R EAR NI T LS SRD S SH BB AN BAN A
3421 CGAGAAGTGTGAAGAGGACGAGGAAGGTTTCGACGGCTGCTCCGAGTACTTATACAGCAT
978 EKCEE EDEEGUGPFDGES EY LY & 1
3481 CCAAGAAAAACTCGGCATAATGAACGGCGGCACAGTCTACGCCGTCTTCCCCTACTCCGC
998 Q E K L G I M N G [
3541 AGCGCGAAGCGACGAGCTCACCTTCAGCGCGGGCACAAGACTACAGGTGCTGAGGAAGGG
1018 ARSI ERNES TR R S EA PG TR G Y N REN IR K G
3601 AGACGACAGCGAGCGCGAGTGGTGGTGGAGCCGCGCGAGTGGGGCCGAGGGGTACGCGCC
1038 DDOCSOCE R OB WHW WS R A S G AN BN G Y AR
3661 CAGGAACCTGCTGGGGTTATATCCAAGAGTAACCCCGAAGCAGGATTGAGCACATCTGAA
1058 EERNEREERERC R R V T P K Q D *

3721 GCAGATCAAATGACCTGAGAGGCGGTTCCGTTAATTTACAACATTAATTAAATACTTGCC
3781 CTAGAAATCATTTCGGAAAATATGTTCGCCGCAGGTTTTAGTAGTTAGTAAATTCATCTA
3841 ACTGTAGTAAAGGTGAGTTTCTTGAACCAAAGTATCTGTTTATTCTGTTTTTCGAATATG
3901 ATCGGTAAGTATCCATAATTTAAGCAAATAAATTAATGGAATTTGCCTATCTGATAGTGT
3961 AAATAGTCTTTATTTTTAACTATGTATTTATAACATTGTTATGTAAAAGCCTAGGCATTG
4021 TACACAGTATATCAGATCTAATATTTTGTAAATATTTAAAAAGTAAGTGCAAAATGATGA
4081 GATTATATTGTATATTTTATAAATACGAGTCATCTTAAAATACAAAATTGGTTATAGAAT
4141 TTGTATATTATAGGGTTTCTGCAATATTGTGAGATATTATACATAAATCGACATACAATA
4201 TAAGATTTAGATCCACAAAAACACCAAAAAAACAAACAGTCCGCCTGCGCTGTGTAGA

Supplemental Figure S2. Deduced amino acid and sequences of Px-aspp2 in DBM, collected from Fuzhou. Numbers on the left of
each row represent nucleotide position or amino acid. The black-bolded sequence represents the beginning codon (ATG) and the
ending codon (TGA). In order, respectively, three separate grey areas were represented: a coiled coli region, a ARD(ankyrin repeat

domain)domain , a SH3 domain.












