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Figure S4
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TTTTTTAAATTTAAAGTCTGAAATGTCGTTTc GACAGAAGT TAACa GG ggATTAAAGCAAAT GACGACGACGACact aGACGATgATAA

ava 793

s . 798

aa - 809
ATAA

89

90

169
169
180

259
259
270

349
349
360

438
439
450

523
525
536

613
615
626

703
705
716

789
794
805



Table S1

List of Primers

Primers used for genotyping (Folmer et al., 1994):

Primers used for gene amplification:

hirudin genes: forward:

HLF genes:

Primers used for cloning in pQE30Xa:

HV2:

HV3-PAYD:

HV3-PAFN:

HLF1:

HLF2:

HLF-Hyb:

forward:

LCO1490: 5'-GGT CAA CAA ATC ATA AAG ATATTG G-3'
HC02198: 5'-TAA ACT TCA GGG TGA CCA AAA AAT CA-3'

5-GGC ACG AGG GAT CTG AAG AAATC-3’

reverse: 5'-TAT TGG TAA ATA GCT TAG CTATGG-3'

5'-GGC AGG TAC ATC ATT CTG ATC TG-3'

reverse: 5'-GCT TTATGA CGT CAT AACTTTATT GG-3'

Htroc_ HV2 fw:
Htroc_HV2_rev:

Htroc_HV3_ fwi:
Htroc_HV3_revl:

Htroc_HV3_ fw2:
Htroc_HV3_rev2:

Htroc_HLF1V_fw:

Htroc_HLF1V_rev:

Htroc_HLF2_fw:
Htroc_HLF2_rev:

Htroc_HLF1V_fw:
Htroc_HLF2_rev:

5°-ATT ACT TAC ACT GAT TGT ACA G-3°
5°-TTAAGC TTC ATT GTA AAT ATT CTT CTG G-3°

5°-ATT ACT TAC ACT GAT TGT ACA G-3°
5-TTAAGCTTA ATC ATA AGC GTCTTC TGG-3°

5°-ATT ACT TAC ACT GAT TGT ACA G-3°
5-TTAAGC TTA ATT AAAAGC GTCTTC TGG-3°

5°-ATT GTT TAT GGA CCC TGC TCA GAA AAT-3°
5-TTAAGCTTATTT ATC ATC ATC GTC GTC-3°

5°-ATT GTT TTT AAA CCC TGC TCG GAA ACT-3°
5-TTAAGCTTATTT ATT ATC GTC GTC GTC-3°

5°-ATT GTT TAT GGA CCC TGC TCA GAA AAT-3°
5-TTA AGCTTATTT ATT ATC GTC GTC GTC-3°
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