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Expression of FAM46A in human glioma tissues and its relationship with clinical prognosis of glioma patients

ZHANG Peng—xiao, WU Hong—ji, GAN Ning, HU Bo. Deparitment of Neurosurgery, Baoding First Central Hospital, Baoding 071000,
China

[Abstract] Objective To investigate the relationship between the expression of sequence similarity family 46 member A
(FAM46A) in human glioma tissues and the prognosis of glioma patients. Methods The expression of FAM46A was detected by
immunohistochemical staining in human glioma specimens obtained from 95 glioma patients who underwent surgery from January 2016
to June 2019 and in non—tumor cerebral tissues obtained from 42 patients (control group) with traumatic brain injury who underwent
decompression during the same period. The glioma patients were followed up for 2 years after the operation. Results The positive
expression rate of FAM46A in glioma tissues was significantly higher than that in control group (P<0.05). Multivariate Cox regression
analysis showed that FAM46A positive expression was an independent risk factor for poor survival prognosis of glioma patients (P<0.05).
Survival curve analysis showed that the 2—year cumulative survival rate of FAM46A positive expression group was significantly lower
than that of FAM46A negative expression group (P<0.05). Conclusions The positive expression of FAM46A in gliomas is associated with
poor prognosis of patients.

[Key words] Glioma; sequence similarity family 46 member A (FAM46A); Survival prognosis; Gene expression

IR o e A UL P A s, SR AR
ABNERE R, RIVER PRI & A5 AL T 4525
BT, WU ANEAR >, F T, 60 e e A

1 BRl5H*®
1.1 fRA kB ULEE20164E 1 H ~20194F 6 H F A1)

B L AT 2 e R AT S 04 B 0 OHE AT, A A
DL T BEXTRRAIR A S 3 S FE R A 4 . WS B
PRI i ek R v, Z2 A B g i P A DG B
HZ5 EPLHRIEE A0, A58 KT 5 HU
P F i 46 1% HL A (famlly with sequence similarity 46
member A, FAM46A) TR B G ENES B 55
KW FHEAEN 25 MR A 5Ee Zl—‘f(’fﬁﬁﬁﬂﬁa
JEUR FAM46A FYZB I R S A TS R &

doi:10.13798/.issn.1009~153X.2022.03.008
BA T A e RIS 5 & e 141 (172F075)
A B 071000 1L, g TR — o BEBE M 2850} R 1 2%
EARTRAE R N R D)

SEINAER : 54030, E—mail : 254045874@qq.com

B 11 AR B S 19 AR e B 988 A Ak 95 3], L
510, 2 4409 ; SFHAAERS (50.42+12.32) % 5 IG5
JESEIRE 41 B (WHO 4328 1 ~ T2 , i 2 i e 54
BI(WHO 32 M~V 9% ) o BRI ) i3 49 P4
Vol R AR T 835 14 A ek i £H 23 42 (51 Ry o) B, Hoh B
23 5, 2 19 f5i] ; - XA % (47.71£11.68) % . A 5%
T FARE RIS BEZ: 51 2L
1.2 AN B HER AR G ABRIE AR 590 B2 W0 i
FIE R =18 % s B IR T BEAE AR A WG
Jrel ARYT s HIES 55, RSB RS, HEBR
FRUE I VB O SRR T B E A I SRS Pk
Yol s s A IF MR R G G PE R GO ; s SO Ied &2
R A BE s BEAEAT RS b 5 s 5 & 9 LAl 5 & 1 e
Y o



—172—

r [ I PR 28 AR 235 2022 4F 3 A 45 27 %45 33 Chin J Clin Neurosurg, March 2022, Vol. 27, No. 3

1.3 % 77 ik SR FH 5 41 AL A8 I FAM46A 235
T HENRA LR IR AR 2 5, A TR 0 B It
K, GAWEMEYI R JEE R4 wm, 2 ZHORBES,
TTBE BEIRS 7K Ak, 22 PBS VRIS VE 3 1K, 5 min/ik o 1
Tk S A S B, 7E E IR T SO 20 min, J PBS T
HYE. AT hi B R I, 228K AT 2 1k
THUE, AR5 I PBS IR UE o N 8% 111 = 1L 375 1 AT VAL,
ZEHRF S 20 min, AR FAM46A 2 58 BBk —4t
(e YR ot ) 72 4°CTF i 7, PBS TRTH
Yo TP, W T KV 30 min, PBS TR E. SN
MR A AL P il b i i BE G B 1 25, = IR T SO 20
min, PBS VR VE. DAB(_LIEMEAE YR Hoe)
5, BRREF Y, ST T,

o RE AL IR 2 4% S AF e BB 5 A
TEA 78 S AT AL (x200) T XRER , DA% ki o i i
PURRBE RAAE R R FHPEAR AR (1 1) o AR BH P
05 I <1% 1% ~25% . 26% ~50% . 51% ~
75% >75%53 )R 0.1.2.3 450, ARIEHE OREE T
gy O IR AEE AR AN 001,235
TAERBUNERLAT AR, Ba<2 4y NI, >2 43
R B
14 My UARESE—FK ARV B, BET5EE ok
240 R AT 12KE T R FEDT , 10 S A A O
1.5 %t 7k W SPSS 20.0 445307 s HHEBEOR
Phats 7R AT R 50 5 THECR BH T K 50 5 SR FH 2 1A
& Cox [l AR 43 A7 A= 47 WS O fE 6 IR R 5 R A=
17 IR AT FAMA6A 235 7KF- 5 A\ A A4 10 1) 56
;3 P<0.05 NESAZITFE X,

2 5% R

2.1 JRJR G FAMAOA 89 % 38 IR 2H FAMA6A BHYE
FIRH(71.58%,68/95) B Ib =5 T X HR 4 (14.29% , 6/
42; P<0.05) o IR B S5t 983 FAMA6A [H 1 3% 3k 2%
(56.10% , 24/41) B { AR F 55 2 ) Jie o Jd (83.33%
45/54;P<0.05) .,

— - . e —
1" ; 5 ]
A R A ‘4 B N AR T
v i " iy .\
H LT T LY

B 1 FAM46A %.5% 20404 &, (SP % ,%200)
A. XA B, B S LR

22 RABAEGTE M B E RiGHEY 24,58
=320, 4P T IR Ry (12.34+8.12) 4 H . BLA
MR, WHO 4325 eg RN g DI BRFR B |

R AN FIRFBEFEHRFMEZNRRZSH

fElk & A FET-4H
L 31(49.21%)  20(62.50%)
ezl
@ 32(50.79%) 12(37.50%)
=50% 38(60.32%) 17(53.13%)
AR
<50 % 25(39.68%) 15(46.88%)
I ~0%  34(53.97%) 7(21.88%)
WHO 434
e M~V  29(46.03%) 25(78.13%)"
AR BT KPS =804 49(77.78%)  28(87.50%)
N <8074} 14(22.22%)  4(12.50%)
Se 54(85.71%) 10(31.25%)
TR 7% o ’ )
=5 cm 9(14.29%)  22(68.75%)
FARIBRFE 2 40(63.49%)  8(25.00%)
B K% 23(36.51%)  24(75.00%)"
pNEEEY i 56(88.89%) 20(62.50%)"
(1 2ng 7 7(11.11%)  12(37.50%)
FAM46A 3 FHE 39(61.90%) 29(90.63%)"
ik BH: 24(38.10%)  3(9.38%)

H SHAAFHMNAE L, * P<0.05

R2 AX S BIRRBEFREZME RN % EE Cox @3

S

faksH & ML 95% 8 X ] P{H
WHO AR M~IVZ  3.424 1.985~5.906 <0.001
il HAE=5 em 2.749 1.688~4.477 <0.001
P 2 b5 3.745 1.585~8.849 0.003
AJEHBAIT  0.866 0.775~0.968 0.011
FAM46A ZEiAAYE  1.865 1.132~3.073 0.014

—IFAMAGA R ¥ 8L

- FAMAGAR] ¥ 8L

0.7

00

T
600 12.00

BN O1)

T T
18.00 2400

—— FANGA RIFE AL 2
= FAMSSAR ¥ L M %

A2 & F & oA FAMA6A £ ik KT 5 R 98 & 7T s

BN



R R 2 2B 4%k 20224 3 A 45 274855 3] Chin J Clin Neurosurg, March 2022, Vol. 27, No. 3

-173-

FAM46A Rk 7KV AR5 5 B4R T 50 AN A A7 7
Ja A X (P<0.05,% 1), ZHZEK Cox [HH4HT EIR,
WHO 734 M~V 9 EAE=5 em g R 2D |
FAMA46A [ J2 I B8 A= A7 T AN R A 87 A s A
F (P<0.05,3%2) , RJF 5 BT R A A7 T e R AT
AR R 2 (P<0.05,%62)

2.3 FAM46A 23X 5 BB A GG 6% & 17
LAHT N, FAMA6A P e BoRa i A 2 47 RV AT
R BAL TR A (P<0.05,52)

34t it

FH T I e B 3 R 2B AE K TR )
bR EA — MR, ARG 5 2k, WUs 52" M
B Y 55 6 b g 2 W TR YT B R L
FAMA6A J& 4% 1 1R 1 B8 T =5 o I () B B 1l ot
HEA LA R ST | B i e T NS L 20N, 7
ZAYIP P ERRIR AL A o IR A EE 2 4
AN T K JE N 6 982 bp, (i T4 6 5 YL AR 6q14 [X
I, HL SR AR RR A A2 IR, T 4 HE AR e A b R
W RN, FAM46A Z 541N 225734, T 5
SR 7 (B AN ZEYVES) AH ELAE FH , 41 19k 200 it 3% 51
1, FAM46A JE[F 55 Rik 5 ZF0E Mg & A A
XK, AN i AN L I Sk SR AE 1, AR
SCHE T S i TR 2 4 FAMA6 A BH: 265k R g5k
i3z i 2L 2 B 3 1 v, i L v 00 i B JRE FAMA46A
PH P 2% 08 R U] W o TR 2000 0 B o X R
FAMA46A 1] G5 i e s & A R B A Ko

Tsao ZEHF 5T & P FAMA6A F: X 5 5 & 3L
S N S— TR B REVRYT SR AT K o AR SCHE— 253
BT FAM46A 2535 5 fisi 15 S8 N R 75 i DG & L s
L PH A R 2 T T 98 s N A A T 461 P Al 57 e s
P ZE, FAM46A FH R m ARG 2 4F RRUE AR
SRR, FRATTHEI FAMAGA 75 1 e JoJeg v e F4E 02 i
SR VE L, nT BE I I 57 SR DR T AHEC AR FH AR 22 P fieh
JEE IR

B2 N R ZH 4 FAMA46A 5 FHPEZR L, 5906
YNENESIIEEEE S

(&% k]

[1] SCLVFRFE, AR L, 55, IR BRI R o ik
[J]. BE2AE5A ,2017,23(24) : 4835-4839.

(2] X4l whiS T, b 45 MU MRS A BF S I ()],
2R, 2021,37(10) : 1066-1069.

(3] skl FE 2 ) AR IR BRI E bR
WFFEHE L. Hh I R 2250k, 2018, 23(12) : 61~
63.

(4] BRETE, S A, POUR, 5. U 26 S s P i 2k |
Re s R AANSAS Tl A YR Bor o)), shAe e
%4i,2019,99(29):2311-2314.

(51 F& R BROUIN, gk B, 26 il S5O S FAM46A JE
PRIRIK IR -5 A A7 B AR SCPERITFE (). I PR 22~ %
i5,2015,28(3):201-204.

(6] FRMST , AROT. S5 70T B (M), b st AR
FBE M, 2011, 54,

[7] Lee H, Park J, Tran Q, et al. Mitochondrial transcription
factor A (TFAM) is upregulated in glioma [J]. Mol Med Rep,
2017, 15(6): 3781-3786.

(8] ZEfEX:. M ORI PRA2T 7Bt (). [ PR 2~ i 22
HMRRESR R, 2020,47(1) :87-90.

(91 X B, ZEARAE 2 AL IR TR SR EIn T R ST Ik
[J]. T ERUR MR, 2019, 24(4) 1 182-185.

(101 5 Sr, FEE, WIRES , 55 1R S JBURE I 7 RO it ().
T A 20 2%, 2019, 19(11) :826-831.

[11] Barragan I, Borrego S, Abd El MM, et al. Genetic analysis of
FAM46A in Spanish families with autosomal recessive
retinitis pigmentosa: characterisation of novel VNTRs [J].
Ann Hum Genet, 2008, 72(Pt 1): 26-34.

[12] Chen TY, Liu Y, Chen L, et al. Identification of the potential
biomarkers in patients with glioma: a weighted gene co—
expression network analysis [J]. Carcinogenesis, 2020, 41
(6): 743-750.

[13] Krzysztof K, Anna M, Lukasz K, et al. FAM46 proteins are
novel eukaryotic non— canonical poly(A) polymerases [J].
Nucleic Acids Res, 2016, 44(8): 3534-3548.

[14] Etokebe GE, Zienolddiny S, Kupanovac Z, et al. Association
of the FAM46A gene VNTRs and BAG6 1s3117582 SNP
with non small cell lung cancer (NSCLC) in Croatian and
Norwegian populations [J]. Plos One, 2015, 10(4): 53.

[15] Tsao DA, Chang HJ, Lin CY, et al. Gene expression profiles
for predicting the efficacy of the anticancer drug 5—fluoro—
uracil in breast cancer [J]. DNA Cell Biol, 2010, 29(6):
285-293.

(2022-01-14 4k, 2022-02-24 & [1)



