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Abstract

Due to local climate change, differences in living environment, interference of human activities,
barriers to gene exchange among populations, etc., populations of different geographical species
may gradually lead to significant genetic differentiation among populations of the same species.
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Due to human trade and other activities, it may promote the transmission and gene exchange be-
tween different populations of the same species and increase the genetic differentiation within the
population, reduce genetic differentiation among populations. This paper introduces the forma-
tion principle, influencing factors, types of molecular markers and research methods of genetic
diversity among the same species of different geographical populations. Prospect: The study of
population genetic diversity can make timely judgment and prediction of parasitic diseases
caused by parasites, and provide a theoretical basis for the prevention and treatment of related
diseases.
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1. RGBS

1) RGBSR 8 LU DI R IO YA sl m] — P08 (AN R S BRI AT FE0 B, BIE ST it A% 1 2R 7%
JRIAT B pAf 1 SR (1) I R AN R [ 1] o AR ST R Z Wk T A A P BUAT BEAS (1038045 45 2 S W0l i) g st
%, B RSB EAWIRNKE, 0 7Y FEABORERZ N ] T R G B A T . R R
BESHIIPT T, B0 TAEWS. B SRRl T LUINRBAT Ak A A (2 A o

2) FHEBfE AR TEAAL IR P R

a) WA IS HON PRI A% 2 R 52

YRy B EARAE AR — AR T . PR AT DA &I AS R B X SRR SR 5,
TR IR IR DRI X B AN (384 S5 A AR AR R . T M AR R AR AT
R — MR LU AR R B8 X I, S EBOZ XA (AL 450 A — 87 o X Fh RN AR A ast
PRI o AE—AFIAEr, BRI RN BT A JE AR I ANTR s DRt 2 o A S5 5 22 AT ) £
BRAAR, FEARXT SRR T 2 R R R R R K BE L BN, X MO AR R [ 2] WORRAE RIIE T Y
FHAM G, WA ZAREE &t R IS AT AR TR AR R T/ o

b) B R 8 X e % 22 R R R

HI T U PR B, AR A RE AL RS T R 2 2 BIREAT . FL7E 1859 4F, IA/R N T AR HE R B B h 1)
TR BT £ 1 R H T MR 8 PO M Ao O ) M BB B AR S 78 K 22 B rp T O AR A s U 2
PEFRIRZM, i IE e b R 2 O ok S BRI 2 1 S5 2 E M A R A R AR [3] e K T A SRR R 25 2
AERRI EOAS [P 12 B RS M AT, AT ASEAN [ R Rl g AN R R 7 e A, DA AR BAT e 4
ANFRA R — RPN R IR [4] . PRGBS R HESH R AR SR B BB R R —, X T — iR
HEM S, XA B B R KR, IR TahdS2teed, JEHA R I B SR AR ge o AL b R
1o ARSI P A Ui P AN LD KA AN I B R A, B R RN RR SR SR A A BE 5 2R R A5 1)
KA, #A T RESZMAIR AL . R R R BN TR A HEA R U ARRAMERRIER, (H— DRI
LR REA, AR AT DA BT T MR R B e MO R o 1R 8 ) A R A ) R R I 2%
RIS, JF BB ST ™ S, R R B T RE S e A N A ARG o XA A M B R
TR, P A ICEBAT S R A, e BN R AR 9 A R B RR 5]«

DOI: 10.12677/hjbm.2022.124034 280 AW


https://doi.org/10.12677/hjbm.2022.124034
http://creativecommons.org/licenses/by/4.0/

IMIEsE, HA, A 4%

C) NSERYAE A3 X PR % 2 R IR A R i

NSRIA P A AR — R P LM R 1) AL A7 AN B 5 Bl o NSO R ig % 22 PR (K52 0 2R
FENZER G BHES Wit Wil TRESEI . AR A Ak sy sUR] RE 2 e Wi SR aa i 2 e i 2 25
WEL, WIREEIERS 2 A RS, IR BRI R A AR RIS, AR A A A
A RENEREANFH Al Z 18] (B BRI A2 e o SXURESEAERIE TER 22 s Rk OB (¥ 70 AT RS AL A B, 2 7 7 et iR
AT A A H PO AN 7 8 R 22 D R 2% BB e LU B0 i HLR G R B i AEEUON, IXTRES 2t A4
AL T7 A IRKHIAHSCE, (A SR SR L P30 BRR R . B A SRR T 57 1L st B A8 1%
ZFMRY, WAL, W SN T, RS E R RGBS, ASFEH R 2 B3
RRZEFE SR DR B A = 51 5 SUAE R (] 0 38 (R B (R A 6] ek, SRR A SIS BB AT BE W)
FPNAZ IR —FRgAR, XK S BUSIR K R SR IR, ISR 1) 184 2 RE

d) HAR IR ZO RS % 22 FEIE I 2

FA IR R R A, R K e, RISRRAE . XSGR R ) SR AR A R
Wi o FREEDR B W0 Fh 50 S SR IAE A% OB AT BB . RIS R I B
RIS, B ARG R SR, SRR BRI 3R 0 IS 0 R AR A ol B 5 AR R R YO A WAL,
T AN R R AL 2500 o R R R AL MR A Z X I8 B AT 2 S BOM R A% 2 FE I SRR 3
BMA ST N 3 A 5K[7] -

2. DNA B FHRICHEAREMERE SRR TENE

DNA 73 FFric —Fdk T/MA TR A2 IR 22 7 IR ICHOR,  RIEET DNA B LRI, & nT DU R
7R Z 18] ANl A BT ) 8% 22 72 (8] DNA 70 T ARG RAETE A IR 2 M A bRic AN J 5k
fiti P EH LA o DRI BAT BT =2 RO AR i, AR AR IR U AR 2 12 KSR o 1T
=AFRCEOR BT TN R L KRB (7, b Th U, X A AL S (IR 7T, Hebmic b,
ZAVEBAR AR, M DNA 2 FARic B LTI 28—, WAL G BRI, ROV HRE
5%, RRAARKERZE. H=, ENPRRZERRILEMSE “hik” . H=, LLEMMBET =451,
HEEFE, oA iz[9].

2.1 FIRGFHRgHEAR

EF 0 R 5 PR A7 28— A AR IC BRI T AT IR FERIT FU Gt a5 4 5 Tl A L
= AP SRR R R 7 BOR B Z S PE(RFLP)  Betu AR 258 (CISH) MTRIAZ % H s B L B AV /i (VNTR)
[10]. FHR T ARICEA N G SARC BRI BT R BLRE 130, (HR A TARCHE AR B EOAR A
R AR BRI R 2% 25K, X DNA J5t & 2R m BL R 3R AR 8 T 55 4, A2 SKBn B
Iz 52 B BR 1o

2.2. BROFHRIEHEAR

— ki, AR FARMCERESET PCR AP M A VIR A ELAL . ARIEH 5 R s A ],
Al NBENLG Y PCR FES 514 PCR. HAh B T-BEALSI 4 PCR HI-EBEHLY 1 £ & PE DNA (RAPD). i
B A I (ISSR) FIEE LY 8 1 T2 2 251 (RAMP); 1 1 B 85 & 7 51| (SSR) R M T2 DNA, HI<F
B R BRI 1 2 25 T R DX 38 22 A M U T RE R 51 ) PCR (911

2.2.1. BEHLY 121 DNA (randomly amplified polymorphic DNA, RAPD)
RAPD 284 J5 B2 I FH & B BE LS| P05 FE (R 44 DNA 347 PCR #73, (M 1R/ MEAE R 8
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F) 10 AMREE, SRS T VKA B ) 2 A . ZOEN E, DNA & E/b, AT EFM R,
SR1fT, RAPD Frid 2 RIEbrid, AReXaREGTFMaiET, 1M H RAPD Al T 5 N4 I E R w5 Z1,
SR G W, EEMEHEE[12].

2.2.2. BEBEEFYEY 1 (inter-simple sequence repeat, ISSR)

ISSR Fric e —Fh ] LA B A R KNI HI 7%, IX 2B ISSR 5 4@ & K BN 16-25bp i
T2, fE—/ 519 PCR M H AT LLEFXT 2 AN LA [13]. ISSR AR IE LM, XrTae S m T 7
Ki519[14]. 5 RAPD SIWAHLL, 1SSR BOAR AT DA FH B8 5 R IR, A& PESE . IXFER K, ISSR
HOREE S T AFLP I RE M 5 RAPD ) i 1 o

2.2.3. BEHLY R D E 27514 (random amplify microsatellite polymorphisms, RAMP)

RAMP 2 —f % 5 RAPD # A AL R HE AR - RAMP H] LA RAPD /L[ 4 i3 2R %2
BE, JFHIERA PN R SN 2 SR K =550 A . RAMP $0R B Ref%iEid RAPD
P14 DNA Fr Bt T8 452 A R il 14 3 D) 25 X DNA JHFE[15], X — TP SO KR4 AR ie B B ik
HIH.

2.2.4. BBEEFFF(simple sequence repeat, SSR)

SSR Fric X A DNA fRid, ERIEHJL T MEERA K AW R L) —B DNA P, fE5:
[KZH DNA sAAt i 1 3 5 M RRIE N E S Fou[16]. SSR 2 —Fi+ 7 BARL bR ICEEAR, AIRZ
Ao s I S R DA A U 4l & T R A1 BENLE I S A e A B 4 2 b, 7E PCR PRadAS I
SIHTEIS T DNA ESREUC, Pl Em s i H2, SSR M5IMA S it BA 1R 7 1 S EULT
RANE B AEE DL AR, XA AT 4 B T RATERZ C A0 SSR A7 s 32 2R A [16]

2.2.5. HXFEF LS4 (sequence related amplified polymorphism, SRAP)

SPAP AR & — e K RFLP Fricd 4% 38 9 PCR FR1C I 75 1% . SPAP FRic i KL AU B A5 B K,
Zaver, ERILEMERRC, SPAP BT DL E P HEAIBL[17]. FIR, SPAP $ART V2 FAH A HE A
fET R, AR A4S PCR I ATHIYK[18]. AT, 4 RFLP FRid## 3| SPAP #Rid)E, F M2 &tk
W2 RIRREREAR, BRIk, JEFEEN 3G =Pk AT BRI 1 A IBEE AL, DU AR 3= 0 RFLP, M4 &
SPAP ) Z 251tk il e 71[18].

2.2.6. X #2751 (target region amplified polymorphism, TRAP)

TRAP AR EAE RAPD HOR A LD K et R M. fj BoRid, IXAPEOR AR se b H brbrid If
W H oK v, SR 5 iR )5 40 RAPD Fr B IR P 91 e vE oA 57 5170, F38 3 PCR 4714 5k 735£ X1 24H DNA.
5 RAPD #RicAHEL, TRAP fRic HAHE mpofase R E V(18] H AT TRAP HRTE R GBI IR &
Bpeb= A 7 S A [19]

227 B=KIFRREER

5= TARC R IR Fl BT RO R DNA AR, & WA A% TR 2 & T (SNP) Al
DNA RS H AR [20]. SNP 7E “HZHIRZ AW MR LUk, —BEIEND FARc AR M — A8
FUFERR . JLERAJE H R S A2 DNA A AN N . B2, SRR RN 3= AR (R B R 41 DNA AR ) B
TR, MIMFE DNA FPHl 2 & 21]. BRAHARZ PO SR, o 2AMEER. 8
R e PRI ARAs, (HRG I A 38 v T oAb 7792 [22] . DNA 25 TR HEAR N J& 34T DNA 4% TR A2 1 2
THA, s, B MY e P AERIR YRS Ao R, B G ERER. 5
TP 1hr, 28 arAr B HAx DNA F B[22].
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3. REKRE

X AR AT 5, A 2RH ) B I ZE e Py AR R BLRAE AR N ERE TER. 9RLS
BRI, BN B ER A B R Pl R A S5 JEAH DG [22] o [7] IR 383 2 22 R SR S Ma A o T I8 A R A A7 ) O
FERNEAFAE T L IARAFTLE, Fr CAEYIPI AN K38 A% 254 mT DLiE— 25 $0 7 [A) — Wi AN [R) R T ) a8 A% 5 &R
WA AN [ SR PR (8] (138 A% 2 REVE R R GE R B R AR, il — 2B ORI 70 ARURI R 1) A% 4R S A SR AL PRI SR

HATX T RAEY) L2 GH R E T L D BHTR N o (ARG B A 7R X T — ey 2R du (9 [
TR REI A% G5 A4 A FC MR 23] AT, 78 %5 28 Hu TS ol 9 SRR IR L 55 1 SR YR M R 458 TR 3R 2 AT )
RAEATERE24]. PRt RGO A] DU ] F0F 70 A A2 AR 250, IR AR PR R 300 e 2 22
16 T A A SRR S AR A A RSO, Sl S Ar A A 2 A AR IR AT L R R 38 A AL AT
HEPT SLEN AL . WU RO ) 5 1 B (0 7 A ER BT SRS SR A A 2R, BTyt — PR R A
A7 A SO 0 R SR BT B T B B
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