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[ Abstract] STR sequence typing based on massively parallel sequencing (MPS) technology is increasingly used
in forensic DNA typing, but the problem of inconsistent rules for naming STR sequences and low automation hinder
data sharing and comparison between laboratories, and is not conducive to build STR databases based on sequence
polymorphisms. The International Society of Forensic Genetics (ISFG) has recently published recommendations for STR
sequence nomenclature, which is expected to solve this problem. This paper reviews the ISFG's journey on STR naming,
interprets the main content of the recommendations, and compares it with the current relevant standards existing in the
domestic judice and public security industries, with the aim of helping peers to understand and use it.
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* 363



B EESREE 2024 45 39 B 3

Chin J Forensic Med, 2024, Vol.39, No.3

PR AE A BE AR i X I i 1 PCR 51420, Eiioab
FJRE IR SR A B [R5 R/ B CE-STR 73 A
—HIR. Gi— STR ¢l MRS EEANA BT
S R % 1 00 38 X Ik X 03 1% 0 B R A ) R i
WEHB TG — ARG Y AR ANES PR
SR . HATkE S ] STR FP o Mk
Ju I 7E FSSG (https:/strider.online/downloads/FSSG
vo.xlsx) HHFFEEEERT, FYEAZSFELH . ISFG @i
SR ATV IR RAT 2 91 45 A B SR R ad s, E AT
/MR VO AT B A, W R STR 744
RARTE da /DR A G L R R BT 51 B 2
IEEK .
322 STR A4 % 69 § 21k

A& R E P51 2% STR ol 44
IR, R A7 H R XS A R T
B R A, B EE R MR R, =
IR HTANT, IR AR, W
Bm T Ay A A—E T EE. 2019 4 Hoogenboom &5
2 i STRNaming #fF, KM= 1 STR 41 i
L0 B SRR RE 12RO B T B AN () B 4 fif
(longest uninterrupted stretch, LUS) K&, M5 5E
(1122 7 H1 2 B STR JE PR 32 (1) BE ARRAIE (JE P
M3, HEKAEBES XS, 3715 CE KER
RIER 75, FFE 52 BRI RAEH T B bx STR P
H, ZJE e woE 1) — H S HOT M & R
g5 R, AN STR S0 2L 741 | 3k, AndEfl
AEFRTY 4t — B 4G S AR 2, B AT T IR 3R
(https://fdstools.nl/strnaming/ 5% https://github.com/
Jerrythafast/strnaming ). STRNaming %% 4 #f 47 STR
FFHl A WA AN : CB SR KEMS %
5' 2 3" B F S g 2081 H B A B AR DA
< 8 nt A AR, flin “CEI2_AC[S]
ATCT[12]_+ICT > -”, BRAi% 7 7578 1) 5 8k
AERBE, XARKF 70 “rlisett” 5 “niiE: 7.
STRNaming #4528 7 STR 4547 B2 A )7 41 B 5
AP Ny gt — 1 FE AR N TR, N “ISFG A i
20247 PrEREAE

B 1S SR E ST T kg Sk, “ISFG
PRUE 20247 ST AL N P RS 7 ok A
STR FAlar 4 Halfb. 2020 4F, Young &5 R AG | —
T fii FH UG 75 MR SHA-256 4l DAFLAB LR A STR 57
IR ) T715, KB 5% DNA JT 51 % 45 e — )5 %)
FRIRFF (sequence identifier, SID) ", it 4K
FEE R 3 1 ML K BB Qe ik, 177158
AL AL O 26 AN ST T BEH A R R 55 4

° 364

FRE SID £5, AR 51 B BRAS [F] 1) SID. SID J
J8 ok 78 28 2 A (https://nichevision.github.io/sid.js/);
2 I8 STR Fp 1 i /) 4l 75 36 [l A2 BT STR 7 471 SID
612 75 STRSeq 1] GenBank 1t 3% /1, 1] % & 3|4
VG B A R AT SR R “ISFG ArifE 20247
FAEH STR 741 SID RS HIRT 5 AT 4F KM — R
FAS STR 7 51 S o7 e PR 5 a0t SR ) BTl P 35 R i 44
A CE & B2 R 7 4 0k, WA A SID A5 i i 4 4
FAFEIR . B, THOT 3[R 88 3 1 B /N R 425 Y
SRR “7” 1) DNA 54114 “ATGGTGAATGA
ATGAATGAATGAATGAATGAATGAGGGA”, £
) SID f5%°4 “UCYLMZAZZPQEEOSMFIEIRFFSYH
YOLNKVYAVUYKYWEUVDINCBXFDDMXB ”; “ 3
IR 2 24 FR +SID” 4% 3 AT id 3% : THO1_UCYLM, “ 3
[Al i 44 B +CE S A7 £ K 44 FR +SID” 4% 2UAT Al 5%
THO1_7 UCYL. # STR %4 3 K %1k SID 1 iy
ZITER T HE T H iy 2 808 kb B R AT i
6] JREV NI AL Y,

3.2.3 STR A 3)4p 4% 6947 AL TR

“ISFG Fr 1 20247 55 18 K £ 82 00 0 5 8 8
FSSG. STRSeq il STRIidER % STR 7 ¥1| £ 25 1% iy
SAHRBR, DM 12 I S it .

FSSG T 5¢ il 3 T GRCh38 {1 i% F¢, H #r T
P A STR B0 8 P B0 3 IR o e AL Y etk
X Gy i 44 STR %5 [K {5 )& (https://strider.online/
downloads/FSSG_v6.xIsx), EL¥f: 1& 4t 46 5 4% X
(2016 4F ~ 2022 4 ). STRNaming 5% 5 # 2, (2023
FLUE). STR P4/ R &S T 8 LR wh A )
& STR oIl %%

STRSeq J& STR J¥ 4| Z & Mt dn & (N HE S %
TEUR, H AT IEAE S ) EE R 2 500 1 STRSeq ]
GenBank 3%, W2 FEN: HH STR 75130 H A
TE R A 7 A FE VG LD ISFG #7214 e /N4
T HOTE A% I R 45 M LLRF A ISFG I &
W W STR 7 41l f /N i i Y6 [ 1) SID 5 4%, H
A, STRBase Chttps://strbase.nist.gov) 18 7F % & 55
#% STRSeq 1 GenBank 5% .

STRIidER 1E7E &% H P A& ¥ STR J7 5114
i (2D FE STR 7 Al m /MR EERED 37 &
FEHIFIThEE . B2 17515 STRSeq TR A7 1L
SEHHAT R, B RV, Kt R 2 47 3[R
(DU PP R BE 7 A0S L 0 3R IX 3 22 s R A o6
J¥ %1 (phylogenetic context) #EATVFAlL, I b PF
il (R 2557 5 TR 1 470 4 5% 01 2 S T 1) GenBank 15
I 4h, STRIdER 1 & ik B JF & 2 T STR J7 91 &%



YD ESEE 2024 45 30 B3

Chin J Forensic Med, 2024, Vol.39, No.3

NIRRT Y AT R 8 22 A M SR A B DR AR Ak 11 1 1)
HE o
324 #AREEGHNG L

FEFRZ I STR e [A] Ji8 HY T B2 7 S Bk, [
T A 178 5 AT BE AL A B AA A2 HE 45 S50 1 2k R 2,
W AF A R R i £ R S E 4. AL
| H HGM Workshop 11 report. NCBI Probe %§ ¥ 2
(https:/ftp.ncbi.nih.gov/pub/ProbeDB). WebSTR #{
¥5 . (http://webstr.ucsd.edu). [F Br it 4£ & i 2% &
(International Society of Genetic Genealogy, ISOGG)
Wiki A1 AH 5 B8 Y8 o (1) {5 . (https:/isogg.org/wiki/
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2R (“S” ARERME— ) DNA B, “Z27 AR
FYORHELEN DNA B, “F7 AR 2 Gk
A FEVRF I DNA BB, B G 507
— g5 P W A f R, FTEKCR ISFG 1
STRAND L {f 20 fil / 8§ strseq@nist.gov 1 B 34T 87
FE DA BERA A A 44
3.2.5 STR 77| $38 F e 3%

H A 422k DNA #85 E O & Uit T K
JEZ SRR STR 73 BUEH,  EHk: I I e A A0 3
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2018”7 mIFRAFATHI iy 44 (1) )7 51 45 e A% 30 D13S317
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#=1 “ISFG #r/ 2024, SF #RfE 2018 F1 GA Rt 20207 3+F STR FEFI& & HIELE

Table 1 Comparisons of STR sequence nomenclature for ISFG standard 2024, SF standard 2018 and GA standard 2020
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GINEACs B Nt HA Nyt HA Nyt
IR TE AR R T ) AL T ) AL T )
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CE ¥l de stk wafss

B

AR

Fa
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IR g /R 25 S L (GRCh38 Chr13:82148021-82148104) , 5414 “ ACATTATCTATCTATCTATCTATCTATCTATCTATCTATCTAT
CTATCTATCTATCAATCATCTATCTATCTTTCTGTCTGTCTTTTT”.

20207 XFF STR J¥ 4 n 44 B ELE o WK 1,
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W7 328 N B R F B, BT P 2 &
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PR 2f SRR AR e 1) 8, PHAS T EE AR R
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ANS2EG = K& STR JPA 2 AR AL B, st
] R TR A T AR R T R, FRRRAE T IR 4
M B2 IR S AT, TR g B T 41 2 A PE ) STR
BRSO ANBE B . bR dE T LU E P AT R
WS EMEL, HEhFE STR 512 &0 s
. B bR
Bt Btk UREMIENL MEARTHE
HHFTEMRFEEFRGHZHL. 2HEARK
FHREFEFIEEHLE TMNERAKXKFEEFRIK
w34 ISFG 47 2024 F935 0T BT AR 69 77 #K.
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