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Figure S1: Extracted ion chromatograms showing retention times of HIF1-CAD peptides 
on Waters platform. 
  

0

1000

2000

3000

4000

5000

6000

61.5 62 62.5 63 63.5 64 64.5 65 65.5 66 66.5

Retention Time (m)

In
te

ns
ity

1055.83 (HIF1a CAD) 1061.16 (HIF1a CAD Hydroxylated)



S-5 
 

 

 

Figure S2: Annotated spectrum of HIF1-CAD peptide on Waters platform. 
 

 

 

Figure S3: Annotated spectrum of hydroxylated HIF1-CAD peptide on Waters platform. 
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Figure S4: Annotated spectrum of heavy-labelled Rabankyrin-5 Asn-316 peptide on 
Agilent platform. 
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Figure S5: Annotated spectrum of heavy-labelled hydroxylated Rabankyrin-5 Asn-316 
peptide on Agilent platform. 
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Figure S6: Extracted ion chromatograms showing retention times of Rabankyrin-5 Asn-
316 peptides on Agilent platform. 
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Figure S7: Annotated spectrum of heavy-labelled Rabankyrin-5 Asn-485 peptide on 
Agilent platform.  
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Figure S8: Annotated spectrum of heavy-labelled hydroxylated Rabankyrin-5 Asn-485 
peptide on Agilent platform. 
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Figure S9: Extracted ion chromatograms showing retention times of Rabankyrin-5 Asn-
485 peptides on Agilent platform. 
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Figure S10: Annotated spectrum of heavy-labelled Rabankyrin-5 Asn-649 peptide on 
Agilent platform. 
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Figure S11: Annotated spectrum of heavy-labelled hydroxylated Rabankyrin-5 Asn-649 
peptide on Agilent platform. 
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Figure S12: Extracted ion chromatograms showing retention times of Rabankyrin-5 Asn-
649 peptides on Agilent platform. 
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Figure S13: Annotated spectrum of Rabankyrin-5 Asn-797 peptide on Agilent platform. 
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Figure S14: Annotated spectrum of hydroxylated Rabankyrin-5 Asn-797 peptide on 
Agilent platform. 
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Figure S15: Extracted ion chromatograms showing retention times of Rabankyrin-5 Asn-
797 peptides on Agilent platform. 
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Figure S16: Annotated spectrum of HIF1-CAD peptide on Agilent platform.
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Figure S17: Annotated spectrum of hydroxylated HIF1-CAD peptide on Agilent 
platform. 
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Figure S18: Extracted ion chromatograms showing retention times of HIF1-CAD 
peptides on Agilent platform. 
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Figure S19: Annotated spectrum of heavy-labelled NOTCH DANI peptide on Agilent 
platform. 
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Figure S20: Annotated spectrum of hydroxylated heavy-labelled NOTCH DANI peptide 
on Agilent platform. 
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Figure S21: Extracted ion chromatograms showing retention times of NOTCH DANI 
peptides on Agilent platform. 
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Figure S22: Annotated spectrum of HIF2-CAD peptide on Agilent platform. 
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Figure S23: Annotated spectrum of hydroxylated HIF2-CAD peptide on Agilent 
platform. 
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Figure S24: Extracted ion chromatograms showing retention times of HIF2-CAD 
peptides on Agilent platform. 
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Section B – Experimental Results 

 

Figure S25: Supplement to Figure 2B. Extracted ion chromatograms for the Rabankyrin-
5 Asn-485 AAGAGNEAAALFLATNGAHVNHR peptide in a SILAC chase experiment 
over 36 h following the addition of “light” media and DMOG. Chromatograms show 
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increasing proportion of the newly synthesised light peptide versus heavy labelled 
peptide over time. Percentage hydroxylation of heavy peptide remains constant indicating 
a lack of reversal of hydroxylation (see Figure 2B). Hydroxylation of newly synthesised 
“light” peptide is suppressed by DMOG. Data from Agilent platform. 
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Figure S26: Rabankyrin-5 Asn-485 hydroxylation, light-chase control (-DMOG), 24 h. 
Lack of DMOG treatment results in hydroxylation of newly synthesised light peptides. 
Absence of light hydroxylation in Figure S25 confirms efficacy of DMOG treatment. 
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Fig. S27: Supplement to Figure 5B. 0hr and 48hr time points in a SILAC chase 
experiment following treatment with a control siRNA or siRNA specific to FIH. 
Extracted ion chromatograms show the Rabankyrin-5 Asn-485 peptide 
AAGAGNEAAALFLATNGAHVNHR. Knock-down of FIH by the specific siRNA 
suppresses hydroxylation, as shown by the lack of hydroxylated peptide in the lower 
chromatograms.  
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