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EFGCDGTLEQNDTTREVFLRFHNDVRKF IALGIYP NKVGVLGPAKNMYQLKWSCDLEEEAHES IYSCSYNPLLL HPQSYSKLLSVD LPDT

GFCCPADLNQTDEARKI FLDFHNQVRRDIAGAS PLLNLAVQMRNVLGPAKNMYRMDWDCNLEAKAKAMIWPCT TPLP IDTS I PQNLAQWLLFQNSQEN
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DVVGATLEMWTEFMR IYGV NTKTNSYNPSFSQFANMAYSKNTKVGCSYKKCG GDTLVTCVYELGVKLPSHPQMWENGPTCVCVAYTDS I CNDNNL

EVLTQTPWSWVTASLRNLQPDTEANIYNWQI RPLSNIANWQNLKVGCAHKVCKFPTGTNMVVSCAYGGEV LQDNEVVWDKGPTCMCNAYPNSFC CNNL
101 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 

4g2u(A)

Chain A
187 

CEY

CDT IAAATLRNQPC
199 205 210 

4g2u(A)

HpVAL-4

HpVAL-4

HpVAL-4

OoASP-1

OoASP-1

OoASP-1

Supplementary Fig. S3.



Chain A
2 5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 90 95 
EFGCDGTLEQNDTTREVFLRFHNDVRKF IALGIYPNKVGVLGPAKNMYQLKWSCDLEEEAHES IYSCS YNPLLLHPQSYSKLLS VDLP DTDVVGAT

SFGCSNS GI TDSDRQAFLDFHNNARRRVAKGLEDSNSGKLNPAKNMYKLSWDCAMEQQLQDAIQSCPSGFAGIQGVAQNTMSWSSSGGYPDPSVKI EPT
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LEMWTEFMR IYGVNTKTNSYNP SFSQFANMAYSKNTKVGCSYKKCGGDTLVTCVYELGVKLPSHPQMWENGPTC VCVAYTDS I CNDNNLCE

LSGWWSGAKKNGVG PDNKYTGGGLFAFSNMVYSETTKLGCAYKVCGTKLAVSC IYNGVGYI TNQP MWETGQACQTGADCSTYKNSGCED GLCTKGPD
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