Medical Diagnosis EE2:i2MlT, 2022, 12(1), 21-26 Hans i
Published Online March 2022 in Hans. http://www.hanspub.org/journal/md
https://doi.org/10.12677/md.2022.121005

1165611t Fh g 53 N EFE ML R 554

Flé:‘ ‘g‘a“fi‘, Flé:“;éaaﬂ’ ﬁ i’ *’fi%’ ?*‘l’%*
Hh RN BT R B DR A 55 L — DU ER B AR S A, 10 HEAR

Weks HiH: 202241 H29H; FHBER: 20224F3H3H; &4 H: 202243 10H

wm B

HE: T TREEHNS (3 i 73 i 8 GRS I\ FE R P 1 i B PR 2 A B0 S PR PR 2R . 7 ik 0472021
F£1H1HE20214F6 A 31 H THMAEI24E B2 FIH PSR MEF A AFE11656), FHXFHHL T EEEH
BTG, ER: 11658 ZBARAR TR KB A EEIR A 18661, PFHEZEFN15.96%; HA#
I - g3 MARAS 1294, B-HHIgRIMARAS25], apf-H&RMFERM5H . a-HHiEH R
REFHEPL--SFA Jaar N FE(52.71%), FHIKAN-a37/aa (24.03%)F1-a*2/aa (9.30%); - mER
KA EEPICD41-420 MR NE(46.15%), HIKEZCD17. IVS-1I-654. CD71-72F1-28, 45 &p-H
R M A23.08%. 7.69%- 7.69%F17.69%. Z: EMRMXIMFERMERBHRER, a-H+hiE
R IMFEFE A DA--SEA/aaB RHE W, B-HF ¥ L P 5 E KA R ACD41-42, PIXHZHX FEA
FEINsREL PR MAHREARNER, REREMRT.

XA
e s, FHERA, LRRE

Analysis of Gene Detection Result of 1165
Cases of Thalassemia

Yan Chen, Jiejing Chen, Wen Xue, Junfang Zhu, Canchang Li*

The 924th Hospital of the Joint Logistics Support Department of the Chinese People’s Liberation Army, Guilin
Guangxi

Received: Jan. 29", 2022; accepted: Mar. 3", 2022; published: Mar. 10", 2022

Abstract

Objective: To investigate the positive rate and distribution characteristics of thalassemia gene in pa-
tients with thalassemia tested in our hospital. Methods: From January 1, 2021 to June 31, 2021, 1165
patients with thalassemia gene test in Guilin No. 924 Hospital were analyzed, and their thalassemia
genes were statistically analyzed. Result: Among 1165 samples, 186 were found to carry thalassemia
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gene, with a positive rate of 15.96%. Among them, 129 cases of a-thalassemia genetic, 52 cases of
PB-thalassemia genetic and 5 cases of aff compound-thalassemia were detected. a-thalassemia genet-
ic type is given priority with --SEA/aa (52.71%), followed by -a37/aa (24.03%) and -a*?/aa (9.30%);
The main gene types of S-thalassemia were CD41-42 (46.15%), followed by CD17, IVS-II-654,
CD71-72, and -28, accounting for 23.08%, 7.69%, 7.69% and 7.69% of p-thalassemia, respectively.
Conclusion: The thalassemia gene carrying rate is high in Guilin area, --SEA/aa is the most common
among a-thalassemia genotypes, and the most common mutation site of §-thalassemia is CD41-42. It
is necessary to strengthen the publicity of thalassemia related knowledge among the population of
childbearing age in this area, and promote prenatal and postnatal care.
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Table 1. Mutation types and constituent ratios of a-thalassemia gene (%)
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FEIR A 1% (n) F4) 1 EE (%)
- aa 68 52.71
- laa 31 24.03
-a*?loa 12 9.30
a“Solao 7 5.43
aSalaa 5 3.87

-SEALGBT 2 1.55

-SEAIg WS 2 1.55
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aSalaa 1 0.78

A1t 129 100.00
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Table 2. Mutation types and constituent ratios of s-thalassemia gene (%)
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HEN AR 1% (n) R LE (%)

CDA41-42 24 46.15
CD17 12 23.08
IVS-11-654 4 7.69
CD71-72 4 7.69
-28 4 7.69
CD14-15 1 1.92
-29 1 1.92
CD43 1 1.92
CAP 1 1.92
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