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HuHF-MBP AGAAGGAGATATACATCTGATGGGCATGACCTGTGCCGCCTGTACGACCGCGTCCACCTCGCAGGTGCGCCAGAACTACCACCAGGACTC
M G M T CM AW ATC|T T A ST S © V R Q N Y H Q D 8

HuHF = ~ATG ACGACCGCGTCCACCTCGCAGGTGCGCCAGAACTACCACCAGGACTC
M |T T A 5 T S Q VR Q N Y H Q D S
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HuHF-MBP AGAGGCCGCCATCAACCGCCAGATCAACCTGGAGCTCTACGCCTCCTACGTTTACCTGTCCATGTCTTACTACTTTGACCGCGATGATGT
E A A I N R QI NLEIL Y A 8 Y ¥y ¥ L, 8 M 8 ¥ Y F DRDIDV
HuHF AGAGGCCGCCATCAACCGCCAGATCAACCTGGAGCTCTACGCCTCCTACGTTTACCTGTCCATGTCTTACTACTTTGACCGCGATGATGT
E A A I N R ¢ I N L E L ¥ A S ¥ Vv ¥ I, 38 M 8 ¥ ¥ F ‘D R D DV
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HuHF-MBP GGCTTTGAAGAACTTTGCCAAATACTTTCTTCACCAATCTCATGAGGAGAGGGAACATGCTGAGAAACTGATGAAGCTGCAGAACCAACG
A L K N F A R Y FL EOQ s HEEREUHHU AZEJRKTILMIEKULOQOTDNQGR
HuHF GGCTTTGAAGAACTTTGCCAAATACTTTCTTCACCAATCTCATGAGGAGAGGGAACATGCTGAGAARCTGATGAAGCTGCAGAACCARCG
A L KNUJFAI KYFULHOQ S HETEREUHAEI KT LM KT LOQONUGQR
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HuHF-MBP AGGTGGCCGAATCTTCCITCAGGATATCAAGARACCAGACTGTGATGACTGGGAGAGCGGGCTGAATGCAATGGAGTGTGCATTACATTT
G &6 'R I F L @ DI K K P DCEC DD WE S L N A MEGCEAKTL HE L

HuHF AGGTGGCCGAATCTTCCTTCAGGATATCAAGAAACCAGACTGTGATGACTGGGAGAGCGGGCTGAATGCAATGGAGTGTGCATTACATTT
G 6 R I F L Q DI K K PUDOCUDUDWE S 6L NAMETCA ATLUHTL
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GeEmleiEs e st e et | sevs s lounmilnen [asaless 1
HuHF-MBP GGAAAAAAATGTGAATCAGTCACTACTGGAACTGCACAAACTGGCCACTGACAAAAATGACCCCCATTTGTGTGACTTCATTGAGACACA
E K N vV N ¢ 8 L L E L H KL A TDE KMNDUZPA BHILTC¢CDUPF I ETH
HuHF GGAAAAARATGTGAATCAGTCACTACTGGAACTGCACAAACTGGCCACTGACAARRATGACCCCCATTTGTGTGACTTCATTGAGACACA
E K NN ¥V N o 5§ L L EL B KL ATUDU RKNDU®PAAILICDDFTIU ETHEH
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HuHF-MBFP TTACCTGAATGAGCAGGTGAAAGCCATCAAAGAATTGGGTGACCACGTGACCAACTTGCGCAAGATGGGAGCGCCCGAATCTGGCTTGGC
¥ L N E O V¥V KAIKETULGDHVTUHNILRIEKEMOGA AT PES G L A
HuHF TTACCTGAATGAGCAGGTGARAAGCCATCARAGAATTGGGTGACCACGTGACCAACTTGCGCAAGATGGGAGCGCCCGAATCTGGCTTGGC
Y L N E QO V KA I KEUILGDHBVYVY TNTILURIEKMGA AU PE S G L A
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HuHF-MBP GGAATATCTCTTTGACAAGCACACCCTGGGAGACAGTGATAATGAAAGCTAAGGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGT
E ¥ L P DK BT LG DS INUEZS * 6 8 6 ¢c™>* g 8 P KIG 8 * V¥
HuHF GGAATATCTCTTTGACAAGCACACCCTGGGAGACAGTGATAATGAAAGCTAA -
E ¥ L ¥F D K H T UL G D S D NZE s *

Figure S1. Complete nucleotide sequsences of HuHF-MBP and HuHF. The chain of hybrid gene

were prepared by grafting a mercury binding peptide gene, grafted extra codons are highted within
ared box.



Table S1. Crystallographic properties and data collection and model refinement statistics.

Parameters HuHF-MBP

X-ray sourse Shanghai Synchrotron Radiation Facility
SSRF (BL19U)

Wavelength (A) 0.9789

Space group P42

Resolution range (A) 47.75 - 3.503
(3.628 - 3.503)

Unit cell 217.524,217.524, 146.821, 90, 90, 90

Unique reflections 85322 (8499)

Completeness (%) 98

Mean I/sigma (1) 1.5

Wilson B-factor 46.27

CC1/2 0.945

Reflections used in refinement 84692(8479)

Reflections used for R-free 1997 (198)

R-work 0.3397 (0.3697)

R-free 0.3967 (0.4561)

Number of non-hydrogen atoms 33912

macromolecules 33912

Protein residues 4128

RMS (bonds) 0.003

RMS (angles) 0.50

Ramachandran favored (%) 98

Ramachandran allowed (%) 1.9

Ramachandran outliers (%) 0.44

Rotamer outliers (%) 1.2

Clashscore 5.32

Average B-factor 34.03

macromolecules 34.03




