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Procedure Resul t Units Ref Interval Accession collected Received Verified
HCV Qnt by NAAT (I U ni) 100000 U nL 18- 160- 900008 09- Jun- 18 09- Jun- 18 14- Jun- 18
12:51: 00 12:51:00 11:22:03

HCV Qnt by NAAT (log | U nl) 5.00 f log U nL 18- 160- 900008 09- Jun- 18 09- Jun- 18 14- Jun- 18
12:51:00 12:51:00 11:22:03

Hepatitis C Hi gh-Res Genotype by Seq 1a 18- 160- 900008 09- Jun- 18 09- Jun- 18 14- Jun- 18

12:51:00 12:51:00 11:22:48
09-Jun-18 12:51: 00 HCV Ont by NAAT (log I U ni):

Hepatitis C Virus Hi gh-Resol uti on Genotype by Sequenci ng added.

09-Jun-18 12:51:00 HCV Ont by NAAT (log U m):
| NTERPRETI VE | NFORMATI ON: HCV by Quantitative NAAT

Normal range for this assay is "Not Detected".
The quantitative range of this assay is 10 - 100,000,000 IUnmL (1.0 - 8.0 log IUWm).

Lower limt of quantitation (LL0oQ:

10 TU L (1.0 log 11U )

LLoQ val ues do not apply to diluted specinens.

A result of "Not Detected" does not rule out the presence of inhibitors in the patient
speci men or hepatitis C virus RNA concentrations bel ow the | evel of detection of the
test. Care should be taken when interpreting any single viral |oad deternination

This test should not be used for blood donor screening, associated re-entry protocols, or
for screening Human Cell, Tissues and Cellul ar Tissue-Based Products (HCT/P).

09-Jun-18 12:51:00 Hepatitis C Hi gh-Res Genotype by Seq:
| NTERPRETI VE | NFORMATI ON: Hepatitis C H gh Resol ution Genotype

Hepatitis C viral RNA is assayed using reverse transcription polynerase chain reaction
(RT-PCR) to anplify specific portions of both the Core and NS5B regions of the vira
genone. The anplified nucleic acid is sequenced bi-directionally using dye-term nator
chem stry (ABI). Sequencing data is conpared to a database of characterized sequences.

| sol ates of hepatitis C virus are grouped into six major genotypes(1-6). These genotypes
are subtyped according to sequence characteristics. Sequencing both the Core and NS5B
regions allows for subtyping of all confirmed and nost provisional genotypes, including
differentiation of l1a from 1lb and typi ng of genotype 6.

Test devel oped and characteristics deternm ned by ARUP Laboratories. See Conpliance
Statement B: arupl ab. coni CS

* Abnormal# = Corrected(C = Critical,f = FootnoteH = High,L = Low, t = Interpretive Text@ = Reference Lab
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