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Figure S1. pKas of TPQ-2HP (A) and LTQ-PH (B) determined by spectroscopic pH titration. C) UV-vis spectra of TPQ-

2HP at pH -0.33 (–○–), pH 4.38 (----), pH 7.10 (⎯⎯⎯), pH 10.16 (⎯△⎯) and pH 13.18 (⎯●⎯) [1].  D) UV-vis spectra of LTQ-

PH at pH 0.23 (–○–), pH 3.11 (----), pH 7.01 (⎯⎯⎯), pH 10.00 (⎯△⎯) and pH 13.43 (⎯●⎯)[2]. 

 

 

 

 

 



 

 

Figure S2. UV-vis spectroscopic titration of 1 with Zn2+ at pH 8.0. (A) UV-vis spectral changes observed during titration 

of 1 with Zn2+. (B) Plot of absorbance changes at 430 (−☐−), 502 (−●−), 526 nm (−○−) versus the molar ratio of [Zn2+]/[1]. 

(C) Proposed mechanism for the formation of 502 and 526 nm species. 

     

 

 

 

  



 
Figure S3. Room temperature RR spectra of 1 (A), Complex 2 (B) with varying excitation wavelength. 

 

 

  



 

 

 

 

 

 

 

 

 
Figure S4. An SDS-PAGE analysis demonstrating that all mutants (H623Q, H626Q, H628Q, H630Q, H637Q, and 

H652Q) are secreted as WT-LOXL2. 

 

  



Table S1. A set of primers used for site-directed mutagenesis. 

Mutant Primer Sequence 

H623Q forward CACGCGTGGATCTGGCAGGACTGTCACAGGCAC 

reverse GTGCCTGTGACAGTCCTGCCAGATCCACGCGTG 

H626Q forward GATCTGGCACGACTGTCAGAGGCACTACCACAGCATG 

reverse CATGCTGTGGTAGTGCCTCTGACAGTCGTGCCAGATC 

H628Q forward GCACGACTGTCACAGGCAGTACCACAGCATGGAGGTG 

reverse CACCTCCATGCTGTGGTACTGCCTGTGACAGTCGTGC 

H630Q forward CTGTCACAGGCACTACCAGAGCATGGAGGTGTTCACC 

reverse GGTGAACACCTCCATGCTCTGGTAGTGCCTGTGACAG 

H637Q forward ATGGAGGTGTTCACCCAGTATGACCTGCTGAAC 

reverse GTTCAGCAGGTCATACTGGGTGAACACCTCCAT 

H652Q forward AAGGTGGCAGAGGGCCAGAAGGCCAGCTTCTGC 

reverse GCAGAAGCTGGCCTTCTGGCCCTCTGCCACCTT 

 

 

 

Table S2. Acquisition parameters for EPR spectroscopy 

Compound 
Power 

(mW) 

Power Attenuation 

(dB) 

Field Center 

(G) 
Sweep Width (G) 

Complex 3 solid state 2 20 3100 1000.1 

Complex 4  solid state 2 20 3100 1000.1 

Complex 3 in DMSO 2 20 2200 1800 

Complex 4 in DMSO 2 20 2200 1800 

 

 

 

 

 Table S3. g strain values in DMSO 

Compound g strain 

Complex 3 0.092 

Complex 4 0.080 
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