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I 3% M eis Ak miR-375-3p ¥\ B8 i ¥ #5 B 1 GPX4 FEkFE - &
H 1FSP1 A A R R FE T EAE A2 K% T ALHI BT 57T

KR ERIL ATE
TEERKRFZIORBEKER

B ). i B R SEFA fRE (TEN) A Stevens-Johson £ & 1iE(SJS) /&
TEH R R, PAT V2R B/ B ARAE TN E R L. BRAE T
J& M AR I I A ) SRV RFE AR P R A A T 07 50, B2 Fh
PRI IR AR R B YA O o AN AR R AZAE T A0 AT AR o K/l 30
150nm PFEHFEMA, HGBEYIIE B AR5 B R AT BT i M A, 7E2
P 6 A= it R b R A B BEF . R, AMMARTE SIS/TEN K% H 1R
FFIHLHIEAIE 2

Ttk 2 i B0 oy B IR A UAA SR s Sk P 5 A0 0 92 B T8 5 5 71
WHERR/INFTEZS . /N RNA s s 7 45 2 0% miRNA, gqRT-PCR 38 iF (%
MR AP AR miIRNA . siRNA T3 BOM miRNA B S 4 28 R AR A ot
TR, SR S ENTE . b )% DGR E A J A8 55 7 VAT R AL AL 1 43
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Z53R: HL, SIS/TEN ML B AMBAR B 4208 30-150nm, Jf3&
AR H . BRIC AR > AR E-4- 225 TIAE (4-HNE) | %%
B AR (TFRC). M & & ia & 1(DMTI1){E SIS-TEN K138 K7 H i
FnRin, IE5ERI™ B SCORTEN 1/ R IEAH%. RN, 24Er:
SR> T B H IS E AL YIlE 4 (GPX4) RERIET- 40 1 (FSP1)
TER AR RIERERMC. HH, PR LT OB A e br -l i i
AL =P B (MDA) I Fe2+ i 2 . JLik, SIS-TEN Il % 4&
IR A A ] 4 AR KC B I B B PR IR KC BRAE T AR G 7 T hr W)
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GPX4 1 FSP1 ik Jf H, #RALT- M 51 fe B B4 SIS-TEN 3 I 9%
ANIAMAR FAR KC HIBRAET 20 . /Iy RNA il il e 45 A RE A S0 R B -
HIEEX RN 2 L4 58 2592 S E A L, miR-375-3p £E 35 5] SJS/TEN &
H A EE L SRR ERE R IR, RO R IR R
F B miR-375-3p #E [\ A 15 B FE T2 B A 5 7 7 GPX4 1 FSP1. GPX4 fll
FSP1 ik 338 F sl B w] LA 43 31 [ 53 RIBEADL M A4 miR-375-3p 175 5 11 £ T T
A AR BT

ghi: FRATIBIEFT E R BIE IR SR miR-375-3p W] 4% BN A Jii T
RN, R iH GPX4 il FSP1 Ri&, 55 SIS/TEN & M B 4l g kst
= JFAIE N2 SIS/TEN W] SEARICY), NEIEZE a7 1400 Bk
FHTHE A
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1. AR A AL 50 LB B
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4. e JLE B Fe
5. WL K5 B o B i s L B R e
6. ] MHEERFR 7 M e 26 — BB
7.7 NI L LB BT A O
8. K& LEER
B 7R E LB R E B Gy NI # 3 8 (HAdV-3) 1901
AT 7 S IB AL AR SRR AIE
Fik: EHC2014-2018 AL R WM BRI UL TN
AR X [ SR P IR ke /B LIPIR TE AR AS R 23 B 1) 54 Pk HAAV-3 2
PR BE AT e BRI 38 A0 21 o, L 3RAS 54 Bk HAV-3 55 Pk /) N Q64
(hexon) + FAPAK (penton) FILFZE (fiber) FEEKIFA; HEHL 20 FREEHR
BEAT AR KA A E s X 3R1G I e AT A 15 B o e
gR: BT aERNAF. FERFEAZERE (hexon Al penton) J7
FIFIEHAFE (B1. E2. E3 f1 E4) AT EE ) 2R Guidb L a1 4 S 45 4
A5E4—5, BRET hexon £ WAL K 6 I HEN 735 Hh, HAB R
ARG IIE A 3 NI S0 AR Bk 5 R E KR 2%
BEMRAE T 2 R () R Gt A h 207 T [m] — 184 70 30, HAdV-3 JR AR
SR — AN 3. 5 HAAV-3 JRBIRRAE L, AW 5T 1 54 BREEIRAE
hexon [¥] loop1 1 loop2 3= ZHH AIFL R AL mil X IAFAE 9 N IR TRAL,  [FJF
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R B R E R IR IR RAR A fC B W45/ 42 4k 7 penton '] HVR1 #1 RGD
loop X fA7E 2 M HLRAL ¢ o b Ak, #75 BF #k 7E penton /& B £r 5F [
PPPSY H:J7 HAAFE— MR IR TN (20P), IXAEZ B SCHR T MR R IE -
a5 WA 5] #E A 5 i Bos A BE 5L HAAV-3 5 Bk 1) &5 40 protein 1lla
precursor penton 1 protein VII precursor & X j& FH HAdV-7 1 & 2H [y 5K .

it AW HAAV-3 Tk R A 770~ B RGBS [E
PP, {HH hexon 2 A B loopl A1 loop2 == i vp A1 HT Jif A7 s X 35k PA J2
penton ZE K [\] HVR1 1 RGD loop X fEE AR 2 5, Hom A v —4
it 9% ; HAAV-3 & ¥k ) %5 79 protein Illa precursor. penton Fl protein VII
precursor JE A & H HAAV-7 BB A >k FRATHIWE 7T 8 A 7 3 E AT 1
HAAV-3 {43 FAEE, NN HAAV-3 FIIRAT IR I B 5% AN 2590 1) T & 42
fit 7 B R
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JIESJHE PRI FE S

ik KRG IR R v, R R AL AT HIE L) JLE BN S, B
MUHHEY 5 44 A0 LS, ARHEAEWE AR B AT 101 FoXSBEALAMER 5 44 1E 5 )L

o WURDT IO RIS RISEREA . IR, BEHNEERE. XIrE
FAFREARBAT E R KA, i KEGG. CAZy 1 CARD ¥4 3k 47 1E
BE, AT PR B T A AR I D R A HTAE R 21 AR R DR 23 A 2 5

g5 HIEW )LEAML, MER)LEREEE Dok EARN . e
P SEERRAHS . IR A= WG ORI I 8 A 258 DR %o 2 B A1
(P=0.005, P=0.017, P=0.021, P=0.036, P=0.039) ; AEM: ) JLEHEIKAE
Y& RURH O< 3k R AR E K B AH o< K B 4 (P=0.004, P=0.012). AEREIL
4 708 o A R DU AR FR Y 25 N 2 T AR LEE(P=0.041), FEAGTE
flo A1 erm 3% [A#%(P=0.038, P=0.032).
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PRAEH B A RN . B, 48 HURIE I B i AR ET TR0
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50 N AMIB A R I B B E AR A . IR A S Ry K S EATR
PR TG BAS T DABE REE S, Rt vT DLSRBi e &= . #—20, A
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3. INFAERI K2 E —ERE=#

HE: % moA 1% 3 YTHDF2 78 5 Jue KB SR Thit S5
A F I P H S B e L A

J5¥%: M Gene Expression Omnibus ( GEO) ) ¥1 4% # GSE7803 .
GSE9750 FRHU AL & 1EH 5 35UR1 5 20 2H 2K B R R A #dls, 4 limma £
oy Mk R 22 e 3R IA M YTHDF2 RIS L. [FI, A GEO ¥ 2= 3R H s bk
YTHDF2 i J5 hela 4 i 7 5 5= [N R A B4 48 GSE49339, X 7 5 B Rl AT
BEEAMAR (GO « HHEEFEEFA TR AT (KEGG) M5 HT.
GSE49339 5 ENCORI ## )% /' YTHDF2 CLIP-seq #1#% . GEO %#z /%
hela 40 1 (] meRIP-seq Z4E 5 GSE165690 HUAZ 4 3145 18 78 B JL (R H s, gk
— R ERAT T AE R R D 5 N R i 46 (GSE7803. GSE9750)
B AT 3% ) YTHDF2 B ¥R R . M GEPIA %4 FE 5 BB 500 4= 175
i, K4 T A Kaplan-meier plotter 347 88 88 3L K 1 £ 77 0 #r e A
UCSC #ds 23RBS e 28 B DR ik 5t IR A ESTIMATE A1 IOBR
BiHH B 40l CDA+T 4Hfiie. CD8+T 40 fI% 6 Fl G 40 3= i 70, Fl
AR psych THE QB HE L R R 1A & 5 K- 2K 48R 1HE 5 B Pearson £

2558 : GSE7803 Il GSE9750 L iffiife t 255 A~ 2 Jp Kk FH, Hh
YTHDF2 7E & 2 23 £ L= R 5 . @(Fk YTHDF2 i J5 hela 41 f (1)
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GSE49339 (4 4 i th 3763 M ERREEERH, GO iR, EZRE
LR R 3 B RNA R 8 11 R 2307 M s 3% . DNA B sz
RNA &8 %0 )8 31k X 7 51 57 DNA 456 Dj6e: KEGG 47
&, ZRERNFEESS HPV &Y. MAPK. mTOR. Wnt Z541iE{5 5
Wk, 2 H P HARE HAR TS 12 A S BEE AL, Hh DDIT4,
MEIS2. RHOB. IRS1. KLF4. SOWAHC. MFHAS!. PLAGL1 54 %%
FHK; KLF4 50ZIRIE 35S, Timer 73T s KLF4 5 B 4/
R AT BN AR S

£18: YTHDF2 75 5 i makik, nIZ 540, M MES1E
B, HOCHEEEELDE KLF4 AT e [F] I 5200 5 25 28 1) WU A e e 3 8s,
BB YTHDF2 n]{E T HPV B4 o5 5, #&/8 YTHDF2 5 5 30
FER A HEEDIM R,
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IR G2 P 2H B A0 AL S ) 200 B ST N FH LA 27 2] DT IR SR IURME RE R 4R,
SR 8 S LRI 35 TR I 7] DG TR 7 925 (TS R)SRATHE 171 22 75 3= IR T F Pt B
IS .

Tk AWHFE ek TR B REHIEE (GEO) fiikikig 3 24 i
BRSSO 20 B 75 48 e S A 22 00 o R 2 B4 0 AT Bt A2 3047 ok
¥, IFSIH Limma SRR 228 A B R0 0 27 ik JL S04
AR U AEFE R 4R . B 5 A L1000CDS2 #0872 35 B L5 2,044 2H CD $ids
(K] 1,143 MEEYHE) AS49 QMR AR RE, SR BERIAE & & i
J5i% (GSEA) BE—H BVl AS49 4R CD RHIEE 5 iR EURSFHE
BRI IR VT I I PP 43« SR E MBI, R FH U s 2 Sk e 354t i g
ARSI A HA 8 BRIl 2R G, SRER 218 E R M he s
YA Ys N AR BRI TN A I U B SO A6 A T (1 3 [
fEH .

5. AWM SB216763 FA{UF Z A1 BIX02189 45 3 AN A £ 15
TR TR RE A EY), S5t HINDL (A/Puerto Rico/8/1934) Al
H3N2 (AATPEZRI#A/312/2006) YL ECso A 1.9~17.1 uM. B FLHfIA
SB216763 A3 1885 3 Al S ) 115 FR R AL 11 A rg 1 R 4%
PURTEER]: HAMNEER AT M S Vsl 18 R A BN 018,
BIYER 77 R E A B, B BCE S T STV 4 SR s =%
PURRMBCAHRECN 0.30, 2R FEE.
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G5 ANHIEFURE I n) B S 2H 2 SR N T B BR AR 2 ) R, dlad
S S R EHE AR AR TS, R BLFfASE 218 £ N F RS &
Yo ABEFUEIL I 0] 7 55 2 R R SO IR AS 2R R A A IE 2 FRRAS
I 259, NWER T2 35 208 3 B B0 55 2 7 S R B B AEr
W
W H: HERARRPEGTFER 7R 5(82204472), BRI OIH L
(2021-12M-1-028, 2022-12M-2-002), [E 5 5 s S246 == FFH0A
(GTZK202109), #izh/E NG L5 25 0P Jb 5 T B R sl =
(BZ0150).

by
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Wi W {8 VB E B0 B ) B

HEIT
F B o TR 92 1) o oA o8 TR 25 1 B

B bl R AR KT RS & SARS iR # (SARS-CoV) HIHT el im
B (SARS-CoV-2) )15 EM 51 A ABKIIE . PARTAIEAERAT B 78 32 2
B T 7E Bl B BRI R, SR W R A T O TR I URAT B A S L A
(RS A e AR R AR B M 1o ASHIE 5 R I A8 P 22 00 2R 5 g
ZH % 5% 435 b DY-Aik i 345 58 35000 R RO E A 38 P AR R

T AT 5 ANAS A R EL T i S SRR A, A TR AT B
BELE AL RRAE o

55 mIESSE T R CURTEE T A, A% DA A B
| J4H B4 7£ Rousettus spp.' 15 35.3%, 7E Hipposideros J& 1 15§ 36.3%, {H1E
HoAth 3 FhigliE (Taphozous spp., Rhinolophus spp.#il Myotis spp.) T /5 H
ANF) 2.7%. FATEL PacBio I 7 & I i 3548 Fp A5 480 Ry, Hrb
89 Fi oA TN R, 330 FhiEAE B AR 61 R o i 20 288 . A, IR IR
IR E T 325 MR, X BRI 2 242 A AR AN 83 ANTELE )
TEH A . EFERILZ, PacBio M T/~ 89 Fh L Eny i 32 #
(36.0%) i RIZEBURE, EidIEFRHE0 0 242 MO FFHE 69
Fit (28.5%) HARTEXT N, ZNWIEMEYA T Mook, FRATTR I g 6 (e
A I 40 AT RE BT (1040 B 93 A

G5 IX IOV 7T IR 45 SR T DAAE oA SR 4 B [ AR 5 1 4 5
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Genome Sequencing Reveals Molecular Epidemiological

Characteristics and New Recombination of HAdV in Beijing

FREs 1. R, Apl ERL EF L B REH L EIBNI S, w512
1. AB ST P2 ot
2. SRR
3. bR TR

Objective: To investigate the molecular epidemiological characteristics
and genetic variation of HAdV in acute respiratory tract infection in Beijing.

Methods: Whole genome sequencing and phylogenetic analyses were
performed for 83 strains of HAdV with different types in Beijing from 2014 to
2019.The clinical characteristics of HAdV infection were analyzed statistically.

Results: Our study found that the genome diversity of species C was the
highest in Beijing from 2014 to 2019, while the types of species B and species E
were relatively single. In species C, 9 recombinant adenovirus strains were
identified in type 1, accounting for 64.3% (9/14) of the detected type 1
adenovirus, and 7 recombinant strains were found in type 2 adenovirus,
accounting for 53.8% (7/13) of the detected type 2 adenovirus. In type 1, we
found three newly emerged recombinant strains (A47, A48 and A52) from 2017
to 2019, whose common parent is MK041227. Further study showed that the
three newly emerged recombinant strains all had antigenic changes. The Penton
and Hexon gene of A47 and A48 were more similar to most adenoviruses in
northern China and Singapore. The three antigen genes of A52 were linked to
HAGJV found in Yunnan and Hunan. The other six recombinant strains in type 1
(A3, A40, A41, A44, A45, and A46) have nearly identical recombinant
structure to the recombinant strain MH183293 found in SARI infants with
severe acute respiratory infection in Shanghai, China. In type 2, two
recombinant strains A60 and A63 were the closest to the strain MK883607

found in Shanghai in 2012. Five additional recombinant adenovirus strains (AS5S5,
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A56, A57, A59, and A65) showed the highest similarity to a recombinant strain
found in Beijing in 2013. These reported recombinant strains have been
circulating in Beijing for a long time. Adenovirus types 3, 4, 7, 14 and 55 in
Beijing showed little change in their genomes, but two strains of adenovirus
type 4 contained Nuclear Factor I sequences. Analysis of clinical features shows
that recombinant strains of type 1 have more disease severity than other HAdV,
causing severe pneumonia in both the elderly and children.

Conclusion: This is the first study to analyze the genome and infection
characteristics of HAdV in Beijing using large-scale genome-wide data and
clinical features of HAdV. Phylogenetic analysis of these sequences revealed
the diversity of HAdV epidemics in Beijing. New recombinations and
previously discovered recombinations were also found in our study, indicating
the continuous emergence of recombinant strains in Beijing. Analysis of clinical
features shows recombinations tend to cause severe respiratory symptoms.
Continuous population-wide molecular epidemiological surveillance of HAdV

is essential for the prevention and control of respiratory infectious diseases.
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PITEZREE A 41 16 & 16 (CV-Al6) ZEFH E KRG Rk £383h 5
EMEBEHSHR

TN S AN E AN /1 AN SR AN T CIRNELES ANE IS ¢S
(wenbo_xul@aliyun.com )2, 5K B * (yongzhang75@sina.com )"

1. oo [ T9LB37 ) b o 08 TS T A AR IR 22 2, 1 R DR AL KPP X
BT RS R =, ERDAERRERSEY R eEARRs, Ex DAREE
R ERE SRR E R kR s, dba, P E
2. W e KRR L, REEREERE, W, T

HH: T2 1% (HFMD) st 550 A H 0 HLRE 512 ) LE AL T M,
f e BRpb it O E A, JUHGRER TR IEK . FEEAHE Al6
(CV-A16) & HFMD (Wi BER IR 2 —, HEBMANRERE, tHRZ 5%
AR JLE . 7RSS CV-AL6 FIRAT IR 22 REIE . 384 2 A AR RRALE |
L35 )1 FE A B AR S0 (RF) e i, AR KA 18 4E (1) CV-AL6 #H
SR T 9 19 00 e DR ZE i, o) B ) S AR A

ZERL. 7F 2016 4E, fEEEENXT EV-AT1 MOCTF 2 R K EV-ATL &1
B, EV-A71 T2 E w4 SURIR D>, SR 1M CV-Al6 MH ST 2 HiRk
WM 2017 2 2019 FE 2 B . RIS REY, R UERK
CV-A16 T 88 B A FE RUBAL O, HAEH B RRE 2 040 B KR A7
E=AFRETA (Bla-Ble) , H BIb #EFES T CV-Al6 7 E KKK
P, BATVRILF E AR XN CV-A16 75 [ LR R R T ke e,
HAEBRSREMEREME L. B EV-ATI T 2016 F17EF [H
BT, ABIEARFNT CV-AL6 FEREAL Z RN, e ZREVE IR T %,
X5 CV-A16 B IRAT IR 7 il — 3. 78 CV-Al6 KA KA 1,3k
AT ) R SRS A ELE R 7% (2000-2013 A1 2014-2018) , Hik
I (BB BEHES, IX 478 T CV-AL6 [ S Z FEETE 2014 47 5 36 I HL&5 4%
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WA . th4h, mEMAM B (RF-B) Al RF-C JLJ53F %] RF-D 144
TAERE T 2008 4EJ5 CV-A16 [¥] B1b & K B 7E v [F KBE AT . Bl
) 8 e DR 7R R B AR T B () DR IBG, 20 RE 1 24 B1b B[R A AT
e JER R

ghil: ABEFUARGE T ECRBE AT AR A Y CV-Ale KB 4751,
M\ 3 A4 AN ) RUPE o] ) R AR R 3 0 2R AIE . AT SR AR L) CV-AL6
RIg iR, 0T A 00T 2 VI 45 SR e Sk o R} 2 AR A, JERpIT
SEARXT IR HIL X Z2 S b e A4 &= .
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JLE ST WPIRGE B Gy EV-D68 Jk Bk o LB (R AR AE 3B

BE S T2 FEBE3 K I LED L BN 1. IR 1
1. B AP EERLR 7 b e b 5t L E B B
2. RN By R B
3. MmN BERL KA I B 5 e G BERL K 2 8 B T LB BE F)

H: 7i&%% D 41 68 B (enterovirus D68, EV-D68) FE G| L# A
PERRIR S B Gy s 2014 4F3E[E EV-D68 AH I 1) ) L3 S ot 22 1 IR (1) 2 K 51
AL R K R0 . 2018 fEFRE H IXHRIE T N — % B S st S H fE R 1
JLE 5 ERTINE] EV-D68. AWM H 2 1 MR E L B 2 T i K
Jerf EV-D68 IG5 L S EV-D68 [ 2k R RFAIE -

Tk AR EZ RO, INT 2017 £ 5 AFE 2019 4
12 A#AERE 6 MEH (dbat. TR WL, L7 5. TR 17
FKIERE ) 3071 44 Gk N PR TE IR G AR e 8 Ll CFERe<I8 &) o ik
A B AR T S bR A BEAT 22 B 92 PCR K 16 Fl I IRE 75 JR A4 s 56t i 1
T3 1 FHPE AR ARt — D HE 4T EV-D68 5578 . Xf EV-D68 PBHVEbR A 4T VP1 2
DL B2 B AR 0 B, X3 B 1K) BV-D68 # kAT 4 AL 51 5E » FE 1K
JP HEAT B A S A S B b, R B B EE R AT 4 M B P S
LR, AWM 3071 BEEAFKE 10 # EV-D68 FAMEbRA. iX 10
BHEWIBEER, TMARGIERAEIE. REKE o ER, BUFRRS
f¥] 10 /> EV-D68 IIfi PRIk -5 3% 5l (1) AFP AHCEEMR B A AL IR S R R —
Hovk, HIET B3 #4432 B Az SCfEt Fa B IRAT . A0
hores s 4 ¥k EV-D68 Bitk, AFERHBEH A KIEHEF. KA
H1[¥) EV-D68 73 B ik e % R G H T % 5 I 18 o 35 40 42 W8 R 1) SH-SYBY 2 Jifg
o

Iy
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|
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Currently, the main research focus of our lab is to identify and study novel
extra-cellular RNA (exRNA, also called cfRNA) biomarkers in bio-fluids
associated with tumorigenesis and cancer development, using machine learning
(AI) approaches and high-throughput sequencing technologies. By analyzing
dynamic expression and variants, we hope to find novel exRNA/cfRNA species
related to tumorigenesis and/or cancer progression from cell-free plasma/serum,
micro-vesicles, exosomes, and RNPs. The identified exRNA/cfRNA biomarkers
are applied to the most lethal cancer in China. Finally, we will deliver an

accurate, reproducible and robust method for cancer early diagnosis and/or

prognosis.
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Breast cancer is the malignant tumor with the highest incidence in women,
and the pathogenesis of breast cancer is still not elucidated yet. In this study, we
expect to high-light several effective predictors of breast cancer by
bioinformatics methods. The sample data of breast cancer was obtained from
the TCGA. 2032 DEGs of breast cancer was analyzed by DESeq2, edgeR and
limma to reduce errors. Through WGCNA, PPI analysis, validation of multiple
databases, enrichment analysis and survival analysis, final multiple core
modules and fifteen hub genes like CDK1 were found to be significantly related
to the stage of cell division, cell cycle and Human T-cell leukemia
virus 1  infection.  Especially the abnormal  expressions  of
CCNBI1 and PLK1 were significantly associated with the overall survival of the
breast cancer patients. At last, we concluded that fifteen hub genes, especial
CCNBI1 and PLK1 are expected to be future potential diagnosis and therapeutic

drug targets of breast cancer.
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Cervical cancer is one of the most common gynecological malignancies
and increasing evidences suggest that the occurrence of cervical cancer involves
the abnormal expression of multiple genes. In this study, we screened
differentially expressed genes (DEGs) of cervical squamous cell carcinoma
(CESC) from The Cancer Genome Atlas (TCGA).

As a result, a total of 3570 DEGs were obtained. WGCNA (weighted gene
co-expression network analysis) was used to process the DEGs and obtained the
17 modules and 76 hub genes. Enrichment analysis can help us better
understand the function of genes and the pathways. Finally, there are five genes
(EMEMP2, GIMAP4, DYNC212, FGF13-AS1 and GIMAPI) high-lighted as
prognostic markers of cervical cancer after univariate and multivariate
regression analysis.

In conclusion, this study screened the key genes and predicted the tumor
markers of cervical cancer prognosis, which is an important theoretical basis

and reference significance for clinical research.
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In order to analyze the IAPs transcriptional levels and prognostic values in
patients with NSCLC. We used the GEPIA 2 dataset, Kaplan-Meier Plotter,
GEO profile dataset, STRING dataset, DAVID dataset, Cytoscape 3.7.1, and
SPSS 19.0 to comprehensively analyze the IAPs in patients with NSCLC. We
found that BIRC1 was lower in LUSC, and BIRCS5 was higher in NSCLC than
in the normal tissues. The expression of BIRC1 and BIRCS were correlated
with advanced tumor stage. The BIRC1-3 and 5 mRNA levels and BIRC1-2 and
5-6 mRNA levels were associated with the patients with LUAD. The BIRCI1
mRNA level and the BIRC2, 6 mRNA levels was associated with the patients
with LUSC. There are negatively significant correlations between BIRCS and
BIRC7 in NSCLC. The IAPs are mainly associated with “ubiquitin” and
“apoptosis”. This study implied that BIRCS was a potential diagnose marker for
NSCLC. BIRC1 and 5 was a prognostic marker for the progression-free survival

of the patients with LUAD.
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Purpose: Pancreatic cancer is one of the most lethal disease with highly
fatal and aggressive properties. Lymph node ratio (LNR), the ratio of the
number of metastatic lymph nodes to the total number of examined lymph
nodes, is an important index to assess lymphatic metastasis and predict
prognosis of pancreatic cancer, but the molecular mechanism underlying
lymphatic metastasis was unclear. Patients in TCGA and were averagely
divided into low and high LNR groups.

Methods: Then, Weighted Gene Co-expression Network Analysis
(WGCNA) was utilized to build co-expression network. GO and KEGG
analysis was performed based on significant modules to find key pathways
related to lymph node metastasis.

Conclusion : Among hub genes, CHRNB2 showed most significant
relationship with lower LNR, its role in restricting migrative ability was

further confirmed by wet experiments.
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